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ALl 0.0|FCA214 SSR AF130569 AGAATCCAACTTGGCCAGG GGGAAGCAAAGAGCACAGTC
Al bin:LOD 1.92| FCA1053 SSR AY435033 13 21693700 21696100 TTTCACTGGCACTCTTCGC AACACAGGAGATGGACCAGG
AL 35.3| FCA752 SSR  |AY434736 13 25436651 25438681| GCTTCGATGCTATGAACAAGC TTACCGTGGGAGTCCTTGTC
Al bin:LOD 0.18| FCA753 SSR AY434737 TTGGAAACTTAAAACCCTGCA ATGGCTTTTCAGAGCTTGGA
ALl 84.7|RD114-6J STS ACCCACCATGACTCATAAGAGC TTGGGACAACAGAAACCTTACA
Al 100.0|FCA754 SSR AY434738 13 31488486 31488736 AGGCTCTACAGGAGGTTCAGC TCGTGTACTCCATTTAAGCACG
Al 111.0|FCA755 SSR  |AY434739 13 28996700 28997000|AAAGAAACGAGCGAGGGAAG AGTACTGTGCGCGGAGAATC
Al 136.3|UBL3 STS AWB46755 13 29268546 29354715| CTTTGGAAAAACAGAAGAGCAA TGGGGCAATTAAGCCATTTA
ALl 165.7|FCA721 SSR 13 37065044 37067257| CAATTTTTAATTGGGTTGGTGTT CACTGCCGATAGAATGAAAAGA
Al 195.5|FCA274 SSR AF130592 13 TTGGGATTCTCTCTCTTTCCC TGCCATTCCAATTAGGTTATTT
Al 226.0]CHDC1 STS X79682 13 46063972 46262332 CACGTTTTCTGGTGTTTGTGA GGGTGCTCTCTGATTTCAG
Al 248.8|FCA176 SSR AF130555 13 44051536 44052586| GGAAACTTGGAAAGCAAAACC TCCACAGTTGGAGTTCTTAAGG
ALl 274.3|F141 SSR GCAATGAGACTAGATGGAAGGA GGCTCCAGATCCTTGTAGCA
Al 299.1) FCA280 SSR AF130596 13 58094086 58095636| ACCTCAAACGGTATGAATACCA GTCCCAGGAAAGATTTTGCA
Al 343.0|FCA756 SSR  |AY434740 AACCAGTTGAGCCATTCAGG AACTGGTGCAGCCACTCTG
Al 378.7|F42 SSR CCCACGTGGACTAATCAAAT CACTGCACAAATTAAGAGGC
ALl 388.0| FCA499 SSR AF130637 TGGTTTATCACAGGCTGATAGC AGGTGCTCTGGAGGAGTTGA
Al 414.1)KLF12 STS AWB46754 13 73196786 73644679 GAAAATAAAGGGGCGCTCAG AGGCTCCAACTGAAATGTCG
Al 419.4FCA757 SSR AY434741 AGGCTGGGATAGGTGCTTCT CAGCATCCACTCAGGTTCAA
Al 446.5|FBXL3A STS AWE46753 13 76516034 76537968| GCCCTGTCAAATCCATTTTC TTGTAATATTTTCCCCTTGCTAAA
ALl 464.2) EDNRB STS 13 77406254 77430541| ACGTTACCTGCGAATCTGCT CGGTCCAGAGGCTTACACTC
Al 495.0| FCA229 SSR AF130576 CAAACTGACAAGCTTAGAGGGC GCAGAAGTCCAATCTCAAAGTC
AL 501.7) FCA758 SSR  |AY434742 13 86552943 86554988| GCTTAGCCTTGTGACATGCA AGCAAATTGCCTAAGGCCTT
Al 507.2) FCA759 SSR AY434743 TTACCACCGGTGTTGAACCT TCTCTTTGTGTTGCCAAGGA
ALl 531.7|FCA760 SSR AY434744 TGCCATTTTTGTGAAAGTTCC CCTAGGAGCAGGGGCTAAGT
Al bin:LOD 0.02| FCA761 SSR AY434745 13 95133586 95134386| ATGAAAGTAGAAAGGCCATTGC TGAATGATTGCCATGCCTTA
Al 601.9|FCA024 SSR CCCAGCTTTGTCTCTTACTGTG CATCCTCCCCTAATGCCC
AL 635.3| FCA762 SSR  |AY434746 ACACGCACACACGTGAGG AGGGCCAGTTACGAAGCC
ALl 722.9|FCA218 SSR AF130570 CCACCCATGTGTCCCTAGTT GGGCTCTATGCTGACAGCTC
Al 750.6|F10 STS 13 112863783 112890479 CTGTCTGCCCCAGAAGGAC GACAGCTTGCACGTGTTCCT
Al 754.4 LAMP1 STS 13 113038160 113064379| AGGGAGGAGTGCTTCCCTAC TCAACCTCAGTCAGGAACGA
Al 804.2] FLJ20531 STS AWE46766 1 245115007 245124084| TTGGGGTACAGCCAGAACTC AATTCTCTTGGGGCCAATCT
ALl 892.0|FCA763 SSR AY434747 AGCAACAGCCATTCCAGG ATCCCCTGGAGGCAGAAG
Al 906.2) FCA566 SSR AF130660 TCAAACAGATAAGGCTGAACCA TCTGTGATGACGGCTCAAAG
Al 917.7|GUK1 STS AZ081286 1 224713326 224722192| GACAGAGTGGGGAGGACAGA CCCAGCACACGTTGTACTTC
AL 942.3]GNB2L1 STS  |AW646765 5 180725965 180732931|AGTACACTGGGGTGGCTCTG GCCCTGTGCTTCAGTCCTAA
ALl 1031.7) FCA090 SSR AF130516 ATCAAAAGTCTTGAAGAGCATGG TGTTAGCTCATGTTCATGTGTCC
Al 1053.3| FCA722 SSR 5 124098797 124101063| GCTTTTGTTGATGGTGCGTA ACAAATGGTGTGCCCTACAA
Al 1061.3] FCA1054 SSR AY435034 5 124099797 124100047|GCTTTTGTTGATGGTGCGTA ACAAATGGTGTGCCCTACAA
Al 1077.8|FCA723 SSR 5 125527497 125529637| TGAAGGCTAAGGCACGATAGA CGGAAAGATACAGGAAGGGTA
ALl 1102.7)1L4 STS X87408 5 132040541 132049233| CCTGTTCTGTGAATGAAGTCAA ATTCAGCTTCAGTGCTTTGAG
Al 1104.8]1L5 STS AF068770 5 131907999 131910077|CTTTTCCTCCAGTGTGCTCC GGAACATAGCCCAACCTGAA
Al 1114.9|UBE2B STS AW646764 5 133737733 133758546| TTCAAAAATAAGGGCATTCAA TGCATGGTGTGAACTAAGTTATTG
Al 1134.6| FCA083 SSR AF130511 CTGCCCCTACCACACACAAA CCAGAGCAGAGATTCAAACATG
ALl 1163.0| FCA764 SSR AY434748 5 136116647 136116847| TGAGGGTGAGATGGAAGGAG ACTAACCAATCCTGGTGGTCC
Al 1200.0|GNPI STS AWB46763 141363385 141375767| CTCCCTCTGGCACTGTTCTC CTCAAGAGGGGCTTTCAGAG
Al 1235.8| FCA765 SSR AY434749 GGGTATTTGTGCATGCAGG ATAGGCCTGTCTGAGAATGTGA
Al 1240.4/LOC345651 STS AZ081285 56747660 56749802 TGGGCACCACACTTTCTACA TTGAAGGCCTCAAAACATGA
ALl 1262.4 DKFZp761C169 STS AWB46762 5 56440181 56527173| AGCTTCCCTCATCCCATTTC CCCCATCACTACCACTCTCAG
Al 1284.4 FCA766 SSR AY434750 GCGTGCCCTGGGCTGATT CTGACTCAATCCAGGGGTTT
Al 1297.9| FLJ23654 STS AW646761 5 145426012 145426012| CAATTCACCTCTTTGGGGTCT CCATTCAGGACAGCAGACAG
Al 1305.2{ PPAP2A STS AWE46760 5 54691047 54801002 TGTACAGGTGGGCATTGTTT CCTTTAAGGGACTGCTGCTG
ALl 1311.8|CKN1 STS AWB46759 5 60140179 60211403| CCACACAAAACAGTCGCATT TTTGAAGATGCATGGAGCAG
Al 1323.0|HTR1A STS 5 63226802 63228070 CTTCATCGTTGCCCTGGT TGTTGAAGTAGGCGTAAATGACC
Al 1348.4 FCA084 SSR AF130512 TAGGTGAATGTTGGGATTTATGG AACTGAAGACCAAATTGATGAG
Al 1364.7) SMN1 STS |AF503618 5 70377637 70405708 agacgcttgactgattgacc tctctgecccttccccactta
ALl 1388.7)FCA767 SSR AY434751 CTTTCGCTACCTTACACCATCC CCGAAGGCTAGATACTCCTGG
Al 1428.5|FCA768 SSR AY434752 5 81873132 81875503 CCTTTTAAGAGGTCAGGGGC ATAGGCACTGGGGCACAG
Al 1445.8|FCA071 SSR AF130502 5 88102583 88105156| AGAAGCAGGCAGCACAAATT TTCCCCTAAGTAATCTGTGCTAGA
Al 1471.8/CRTL1 STS 5 82975450 83055609| GGCGCTACAACCTCAATTTTC TTGGATGTAAAACAGAAAACATCAT
ALl 1493.2) FCAG89 SSR AF130698 GGGGTAACATGTCCTGTACTTG ACAGTCACCGATTTCCCTACC
Al 1498.5|ARSB STS S48472 5 78114307 78320498| CTCATTTCAAACCCCAGTGC CCAGCCTCTAGGACTCAACG
Al 1523.6|HEXB STS AF014805 5 74019724 74055826 TGCCAGATTACGAGGGATTC AGGTCCAAAGGTCCCAGACT
Al 1587.1 FCA769 SSR AY434753 CAGCTTGGCTAGAAAATGGC CATGATGTGCATATGTGTGCA
ALl 1620.6| FCA770 SSR AY434754 5 111487736 111490607| TCAAGAGTCTTTGCTCAAGGG TTTACTTAGGACTGACAGGGCA
Al 1632.2) CAMK4 STS AZ081284 5 110590510 110856268| ACCACTCAAAATCGGTGAGG CCTCCTAGGCACTGATTCCA
Al 1665.5|FCA771 SSR AY434755 5 171060048| 171063848| GGTGGGTGCTCAGGTAACAT TTGTAACGTGATGAAAACCAGC
Al 1695.5| FGFR4 STS AZ081283 5 176449458 176460698 TGCTTGTCCTGCACAATGTT TTAGTGTCCCCAGGATGACC
ALl 1727 FCA772 SSR AY434756 5 176007148 176008708 TCATCAGCACTGTAGCCCAG CATGCAGACACTGCCACC
Al 1759.71L12b STS AF054607 5 158677334 158693024 CTCTCCGTGGACAAGACCTC CAGTTGCTCCAGGATGAGC
Al 1779.4 FCA146 SSR AF130544 5 162033366 162035708| TATTTAGAAAGCTTGCAGAGGC GACAGTGAAAACCTCCCTATGG
Al 1799.14IL7TR STS AWE46758 5 35857133 35876984| TGAGGAGGTCTGTGGCCTAT TTTGACCATGTTCCTCCCATA
ALl 1807.6| UCMFCO1 SSR AF121909 CAGTTATCCATTTGGACCCTAA GTCTCCAAATCTGTCCCTGTT
Al 1828.9nF-AGTT STS Roca et al. in prep. Roca et al. in prep.
Al 1840.2| SEPP1 STS AW646757 5 42800132 42812303 TTTGGCCAACTGTGTGTACC TGTTGTCTGTCTCTTGATTGCTT
Al 1849.5|FCA178 SSR AF130556 GTGCCCCATGAATCTCACTT TACAACTCAGGGGTCGTATGG
ALl 1852.0| FCA008 SSR AF130476 5 52506019 52508337| ACTGTAAATTTCTGAGCTGGCC TGACAGACTGTTCTGGGTATGG
Al 1854.0| FCA724 SSR 5 45595513 45598192 GGTGATTAAACGTCAAAGGAGTC GGTGCTGTGCCAGAGTTGTA
Al 1874.5|ADRB2 STS |AY011306 5 148190997 148191259| ATCGTCCTGGCCATCGTGTT CTCCTGGAAGGCAATCCTGA
AL 1884.0|CSF1IR STS  |J03149 5 149416016 149476093| AGGTGCTCAGAGACGTGCTT GCCTTCCAGCTCAGAACAAC
ALl 1886.2) SPARC STS AW646735 5 151025155 151050039| AAAAAGTGGGGAGAGGGAGA CCAAGGTCTAGAGCGAGGTG
Al 1888.5| FCA453 SSR AF130627 AATTCTGAGAACAAGCTGAGGG ATCCTCTATGGCAGGACTTTG
Al 1902.1) FCA773 SSR AY434757 ATCATCAATTATCCATTTGGGC CTGGCTTGTGGACCATCC
Al 1904.7) FCA678 SSR AF130693 AGCAATCTCCAGAATGTGTGG TCAAAAGATTAAAGCCTTCCAA
ALl 1931.2)FCA129 SSR AF130534 ACATAGAGCCGACACGGG CGCCTATGTTTACTGCAGCA
Al 1940.9| FCA357 SSR TCTGGAGGGAATTATGCTCG ATATGCCCACGAAAGACCTG
Al 1972.4BASP1 STS AW646756 5 17250430 17309480| CATTACTTCGGATTTGAAACGA CATTACTTCGGATTTGAAACGA
Al 1998.6| FCA725 SSR TGAATCACTATGTTGTACACCTGAAA GAGGCTCAATTCTGATACCAAG
ALl 2000.1 FCA774 SSR AY434758 CCGGGGCTGAATGTACTCTA TGTCCAATATGTTCTCTGTTACTGC
Al 2029.6| FCA775 SSR AY434759 TTCCACAGATTCATTCTCATGG AGGGTGATGAACTGACCAGC
Al 2043.1JFCA776 SSR  |AY434760 AGTCCTGACTCCTGGGGTCT AGTGGGGATTCTCAGGGTCT
AL 2066.0|Hs.17138 STS 5 6632091 6666142 GGAGCTTCTGACCCACAAAG GCCCAATAGAGGCGTAACAA
Al 2096.9| TEB4 STS AWB46734 5 10386526 10468229| TATCCCGGTGTTCCTAGCAG ACGATCGACAGTGAAGCACA
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A2 0.0|GPX4 STS AWB46768 19 1043934 1046786] CTCAGTCCATGCACGAGTTC GAGGCCACGTTGGTGACTAT
A2 7.9|ADTD STS AW646769 19 2040995 2091346)] TTCTGGAATCACTGCACAGG CCGTCAGAGATGATGGTCCT
A2 15.8NFIC STS  |AW646736 19 3306573 3403635| TTGCTTGTTTTCCTCCTGTG CTGGCCCACGTTTTCAGT
A2 34.4RANBP3 STS AW646770 19 5856154 5918113| GCCAAGAAATCATTCAGTTTATTC CGCCTGGTGTCTAACAGTGA
A2 62.3|RAD23A STS AWB46771 19 12901865 12909994| AGCTGAGAAGGGTCGTGATG GATGCGATAGTCCCTGATGG
A2 75.4FCA777 SSR AY434761 19 9718113 9720753| GGCAGAGCTGTTTGACACAA GCGTGACTGAAATGAGCAGA
A2 91.5|MAN2B1 STS |AF010191 19 12602534 12623037 GGACTGGGAAAAGCATGAAA TGCTGAGGTTGGGAGGTATC
A2 99.8|PTD008 STS AWB46772 19 12624120 12624220| CAACAACAACAAAACGAGTGG AGAACCCTCAGCCCATGAC
A2 123.5|FCA778 SSR AY434762 19 15753194 15755511|GAGATTGAGTTGCTGTGTCCTG TTCATCCCTGTCCAATAGCC
A2 142.9{INSL3 STS AW646773 19 17772636 1777279| GGAGAGTGCTGGGAGGTGAT AGCACCTGTTGACCCTGTGT
A2 154.0| KIAA0B92 STS  |AW646774 19 19276832 19314097| TCCAAAAACGGGAAGCTATG CAGCCTGTAACTTCAGCTGGT
A2 176.8|MGC39725 STS AWB46775 3 51752207 51753995 GTGACCCCAGAAAAATCTCG GATACTGCCGTTTGCTCCAT
A2 190.2| FCA581 SSR AF130667 3 50272111 50274566 TCTTGCTCCAACACTTGCAC GGACCCACACACACCTGACTG
A2 198.4 APEH STS 3 49565850 49575349 TCCAGGAGGAACACTTTGATG GCCCACACACTGAGGTCTG
A2 205.9|IMPDH2 STS  |AW646776 3 48916172 48921232| AGTGACAGGAGCTGCCCTTA CTTGCTGGCAAGAAAGACAA
A2 209.3|COL7AL STS AWB46777 3 48420739 48451921 TGAGCGTGTCCGTTATTTCA GCAGTCACATCCGCTCACT
A2 214.0|FCA056 SSR AF130495 TTTATAGCTAATGGGCATGTTGG TTGTTGAAATTACCATGCTCC
A2 220.0|FCA726 SSR GCACAGAGGATTCCCCATAA GCCCCTGTTTGCTGTGTACT
A2 220.0|MYL3 STS  |AW646737 3 46718599 46724163| CTGGGGTGAAGACAGAGAGG CTCATCCCCCACTCTCAGC
A2 226.2) CCR3 STS AF226606 3 46125852 46127052 GTACCTGGCCATCGTCCAC TTCAGGGAGGGCCGCTAT
A2 227.9|CCR5 STS U92796 3 46230871 46236924 GAGATAGGGAGCGACAGGTG TTCCCCAGCCCTTCTAGAGT
A2 237.1) FCA052 SSR AF130493 3 45755641 45762141 TGTATCCTCTGCTCCTGAAACA ACCTGTCCCAGTGCTTGTG
A2 248.7|FCA355 SSR  |AF130618 GGAGCCCCTCCTTATGAATT ACCACTGTTGACCAGAAGCC
A2 263.3|PRKCD STS 3 53050080 53081586| CCTCTTGAGAGTGGGGTCTG TTGTTGAGACCCCTGAAAGG
A2 294.0| FCA304 SSR AF130601 TCATTGGCTACCACAAAGTAGG CTGCATGCCATTGGGTAAC
A2 314.3|FCA779 SSR AY434763 3 1451745 1452345|GATCATAGAATTCTTTTACTCT CATGTACTGGCCCACCTTCT
A2 362.8| FCA687 SSR  |AF130696 CCTTTCCCACTCATGCTCTC CCATTACTTGGTCTCAGGAAAC
A2 390.0] LOC55831 STS AW646778 3 9997024 10020649| CTCCACTTCGAAGGCATGTT TTTTATTCCGAGAGGCTCCA
A2 431.4MDS027 STS AWB46779 3 10160284 10160434| CTGGTGGGTTACCAACAACA AGCTCTCATTGCCTCTGCAT
A2 500.7)ITPR1 STS 3 4526981 4880924| AGTTCTGATTCACCCACAAAGA GAAATTTCATCATGCCAACAA
A2 564.4 PPARG STS 3 12321215 12467696 GGGTGTCAGTTCCGCTCA CACCAAAGGGTTTTCTCAGG
A2 575.6|RHO STS AZ081287 3 130529093 130535798| TGCTGGGGACACATACATTG GTAGGGCACCCAACAGATCA
A2 638.8| FCA780 SSR AY434764 3 13164300 13166476] TTAACTCAGGGAAGACTCCAGG TTCCTTGGGAAGAGGTCATG
A2 729.4{KIAA1886 STS 7 44504390 44515072 CAGACAGGGGACACGACTG TCCGTGAACGTGAAGAATTG
A2 781.9/DDC STS  |AW646783 7 50233891 50340856| TCCTAGAATGCCCTGGAAAA GTGTGGCCTCATGTTTCCTT
A2 821.3|FeLV-016 STS Roca et al. in prep. Roca et al. in prep.
A2 870.5|FCA781 SSR AY434765 7 AAAAAGCCTGTTTAGTTGCAGG TTTAACCCACTGAGCCATCC
A2 903.2) FCA782 SSR AY434766 TATATGCATACACACTCGCGC GCGTCTCCACTGAGAAGACC
A2 925.9| INHBA STS 7 41435576 41449455| CAGTCGCACAGACCTTTCCTCAT GCACTCCTCCACGATCATGTTCT
A2 943.4 TCRG STS D89023 7 37986196 37986521| ACCTCCATAAGGCTGGAACA TCCAGAATTGTTTTGCCATTC
A2 986.3| FCA783 SSR AY434767 7 103882428 103884909 TGAGCCCATACTCTCAACACC ATGTCACTAAGCCCAGTGTGG
A2 1019.8|HGF STS AB046610 7 80926574 80997693 TCTGATGGTCTATTACGAGTAGCA GACACAATATTTTCGGCACCT
A2 1030.2) FCA784 SSR  |AY434768 CAGATACTGGTTGTCTTAGGGTAACA TTCAGTAATGCACACCCAAA
A2 1043.1JABCB1 STS AB029153 7 86731407 86940797| AATGGCAACATTTTTCATCG ATAGCAGCCGACAGTCCAAG
A2 1053.6| FCA124 SSR AF130531 CCATTCCCTCCCTGTCTGTA GCCTCAAGCCTCATTGCTAC
A2 1072.8| CALCR STS 7 92652026 92802263 TCAACTTCTTCTTTTTGCTCAACAT TGGAAGTGGATCAGAGAGTGC
A2 1097.9| FCA656 SSR  |AF130686 TTGTAGGGACAGATTTTCCACA CTGGTGTCTCCACATGCAAA
A2 1122.2)FCA105 SSR AF130523 7 128456457 128458535| TTGACCCTCATACCTTCTTTGG TGGGAGAATAAATTTGCAAAGC
A2 1143.7)FCA340 SSR AF130611 GACTGAGCCACCCAGGTG CCCTTTCTCCCCATTTTATC
A2 1167.4Fc.100234 STS AW646738 7 TGATGGAGAAAGGGAGGAGA GCTGAAGTCGGACGCTTAAC
A2 bin:LOD 2.04| FCA785 SSR  |AY434769 7 TTGGTGGATAGAGACCTGTGG TGGGTCTCTGGCTCTGTTCT
A2 1243.1§ TAX1BP1 STS AC098703 7 27488013 27578570 GAAAACGGGCATTGAGTGAT ACTTTAGGAAACGGCCCACT
A2 bin:LOD 0.86| FCA786 SSR AY434770 7 30977984 30980430 CTTCATCCAACTTTTGCAGATG TCAGCTTGTCTAGGACCTCTCA
A2 1261.8]1L6 STS AF054603 7 22475068 22479888 CTGGGCATCTAAGATTGCTG CGCTCATACTTTTCGTTCTTCA
A2 1282 .4 FCA621 SSR  |AF130675 CACATGCACTCTTTTATGCACA CTCAACTGGGACAACTGGGT
A2 1324.9|FCA727 SSR GCCATTTCTCAGCCATTGTT TAGGAACACCGCTTGAGTGC
A2 1341.9|LEP STS (AB041360 7 127421491 127437841| TCCTGAGCAGGTGGGAAA TGGTCTCAGGCATGTTCTCA
A2 1352.5|FCA787 SSR AY434771 7 1 1 6028| GAGTTGAAGGGAGGAAAGTTCA AGCAAAGTGCCAGGTAGGAA
A2 bin:LOD 4.41|FCA788 SSR  |AY434772 ACCTCTTCCCCCAACTCAGT ATCATGTGCTGGGCACAGT
A2 bin:LOD 0.37|FCA728 SSR TTCAGCTTTTCCTCCTGACAA CCTGCCTGTATTCCTCACAA
A2 bin:LOD 1.37|FCA532 SSR AF130649 7 121632398 121632498| TTCCATTGCATTCATTCCAG CATGAGCTGAGCTGAAACCA
A2 1383.6| DKFZP434G 15t STS AW646784 7 127970971 128002342| ATGGAGGCCATAACCAGTGA GGGCTATGTGCAACTCCTGT
A2 1402.6| FCA789 SSR  |AY434773 7 131599004} 131601627 GGCCTCTCTGAGCAAGAGG CTGCATTAGTCAGGGTTCTTCA
A2 bin:LOD 1.48| FCA790 SSR AY434774 7 120783291 120785464| AAGCCACAGATGTAACCATGG CCCAATACTTGGCATGCAG
A2 1445.1) EN2 STS AZ081249 7 154552051 154560138| ACCCAACAAAGAGGACAAGA ACCTGTTGGTCTGGAACTCG
A2 1477.8|FCA791 SSR AY434775 GGGAACAGAACCAGATGTAAGC AGAATGCCCTGCGAAGTG
A2 1495.0| FCA327 SSR  |AF130608 GAGATTGGAACACAGGCCAT CTGAATGGATACCCAGGCAT
A2 1511.0|FCA792 SSR AY434776 7 143530823 143534308| GTTGGGAAAAACACTTTTCCA ATATAAATGACGAGCCTCTGGC
A2 1526.5| CHRM2 STS 7 136101824 136103224| ATGAATCTGCTCATCATCAGCTT TGGAAACTGTGTTTTCATCCTG
A2 1545.1) TRB@ STS AZ081250 7 141601815 141885016 AGTGACCTCTCCCCCTCTTC CTGCTGGTAGGACGCTGTG
A2 1567.9 MKRN1 STS  |AW646785 7 139486493 139486574| CGGGAAACAGAGGAAACAAC GTGCCCGTGTTTCTGTCCTA
A2 1605.6| FCA793 SSR AY434777 7 AGGTCGTCATCTCATGGTTTG TTGTTGCCCTTCTTTGTTCC
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A3 0.0 TCFL5S STS AWB46787 20 62151817 62172325 GGAGGGAGAAACAAAAGAGTGA TGCTTTTTACTTCCTTTATCTGCAT
A3 29.6| SANG STS AW646739 20 58032384 58064368 GTAGGCCGCCTTAAGCTTTC TAAGTCAAGCCTTGAGCACAA
A3 50.6|STK15 STS  |AW646786 20 55582867 55605718 GAAGGCAGATGCACACGTAG AGGGCACTGCAGACAAGG
A3 63.4| FCA102 SSR AF130522 GAAATCGTGATGTCAAAATTCG GAAGGCACAGGTTTCTGGTT
A3 92.2| YWHAB STS AW646788 20 44152772 44175589 TCCATGCTGCAGGAATATG CTGTGTTTGGGCTTTTGATG
A3 129.4UBE2C STS AW646789 20 45079685 45084012 TAGAACCACGTGCCATTCTG ACACTTGGCAGCCCTCCT
A3 141.6|FCA794 SSR  |AY434778 CGACCTAAGCCGAAATCAAA GGGTAGAGCTTAAGTGTTCCCA
A3 157.14 FCA729 SSR 20 44346300 44347000l AGCTCTCCAGTGGCTTCAGA TTGTCCCTTCTCCCAGTCAC
A3 175.5|FCA688 SSR AF130697 GTCAGGCTTTGTGCTGACAA TACAGATCTGCACAAGAATCCC
A3 179.8|FCA795 SSR AY434779 ACCTAAAGGATGTCCCCAGC TACGTAACTCAAGGCCATTGG
A3 200.4/ASIP STS  |AY237394 20 33516847 33525824| GGGCCTGACATTGAACATCT CACCTGGGTTTGAATTCTGG
A3 202.8|AHCY STS AZ081251 20 33536752 33559867| CACCCTGGATGACCTATGGA GGCACAACCCAGGTTGAC
A3 215.5|BLCAP STS AWB46790 20 36784249 36794735 GAGAGTGAGGGTTGAAGAAA AGGGCCTTCACCAAGGCCA
A3 222.7|SRC STS 20 36650500 36672254| ACTTCGACAACGCCAAGG CTCACTGGAGTAGTAGGCCACC
A3 256.0| CSNK2A STS  |AW646740 20 411734} 472434| AAATCCACAAGCAACGGTTC AAATCCACAAGCAACGGTTC
A3 301.3|PRNP STS AF003087 20 4615105 4630233 AGGCCACTCATTCATTTTGG CGCTGCTTGACAGTGATGTT
A3 330.7)|CHGB STS 20 5840106 5854003| TGGAGCAAAGGGCAGTTTTA GGCAAAAATTAAAGCATTTCCA
A3 350.1) FCA796 SSR AY434780 20 6413043 6415692 AACCATTAAACTAGCCAATTGG TGTCATTAAGGACTTGTTCAGC
A3 383.5|FCA797 SSR  |AY434781 20 6765977 6768438| TGCCTGAGGTCGAAGAGC CCACACAGGTGCTCCTAACA
A3 405.5|FCA514 SSR AF130641 AAAAGGTAATTCCCAATGATGG TACAAGGGGCTATCTCCTGG
A3 426.6|PLCB4 STS AY011802 20 9299581 9409460| GTGAAATTGGAAGCCGAGAT CACCAAGCTCATTTACTTGTGA
A3 461.1) FCA080 SSR AF130508 20 14153062 14155629| AAGCTCTCTGCATGTTTCTGC TGTAAGGCCCAAAAATCTGC
A3 492.0|FCA798 SSR  |AY434782 AGGTGGTCATCCTTGACCAG GGTGGAGGTGGTACAAATGG
A3 581.0| FCA498 SSR AF130636 2 99934431 99936679 GATAGATGGGGTTTTTGGGG TGGATTGCTATGGCCAAAAT
A3 627.7|ZFP36L2 STS AWB46791 2 43408416 43411455| AGTGAACTGATTTCCCCAAAA CAGCGGATGAATGAGCAGTA
A3 670.6|LHCGR STS 2 48871622 48940556 TGATTTGGCTGATTAATATTCTAGC GAAGGCTTATTTGATCCAGTGAAG
A3 692.8|FCA799 SSR  |AY434783 CACTGGTCTAAAGCAAGCTTCA GTGGAAGACCTTTGGTTCCA
A3 711.8|FCA208 SSR AF130565 2 51860375 51860525| TCAGGGTTCAAAAAAAGAAAAA CAAAGCACCAGCTTAGAAGTCA
A3 749.1)CCT4 STS AWB46792 2 62052963 62073737 CCATCCGTCCTCCCCAAG GTTCTCCGGCATGGCAAG
A3 764.9| FCA536 SSR AF130651 CACAGCACCTGGTTCTTTGA CGCGTACTCTCTCTCTCGCT
A3 786.6| FCAB00 SSR  |AY434784 CTTTTTGGTGAGAATCACT GACCTGAGCCAAAATTGGTG
A3 829.3|PCBP1 STS AW646793 2 70272410 70274041 CATTCCACTCTTACATTTCTTATCG GCTGTTAATGCTGGGATCCAT
A3 859.1) FLJ13057 STS AWB46794 2 70014447 70065093 GGCATTATCAGAATATGAGGAGAAA ACAATGCTGAAGGAGCGACT
A3 872.8|HK2 STS 2 75018967 75076821| CTGCGACGTCCGTTTCCT GGTATTCTGGCGGGCTCT
A3 903.0|FCA161 SSR  |AF130549 TTACCGATACACACCTGCCA CACAGACGTGCTCTAGCCAA
A3 915.2) FCAB01 SSR AY434785 CTGTGGGTCACATCAGACATG ACCTTTTCCCATGGAAATCC
A3 966.5| FCA493 SSR AF130635 2 35871353 35873540 TTCTGCGTCTGCATTTTTTG GCAAGACAATGGCAATTCCT
A3 1010.6|PPP1CB STS AW646795 2 28932216 GGGTGCATTTGAAAGAACT TGTGCTACCATTGATGTGAAA
A3 1048.71APOB STS 2 21182012 21224656| TCCTTTAAATCAAGTGTCATCACAC CCAGCAAAATTTTCTTTTACTTCAA
A3 1076.2) XDH STS AF286379 2 31515982 31560554| GGGTGGCTCAGTTGGTTAAA ATGGGAGAGGCAGAGACAGA
A3 1089.7) FCA802 SSR AY434786 AGGAGGAAGTCACCACATGG TATGAGTTTCTTGAGGCCACTG
A3 1119.8|AACT STS
A3 1143.2) CD8A STS  |D16536 2 86969573 86975746| GAGATACGTCTAACATGGAGATGG TCCTCATAAAGAGAGTTTTATTTGGTC
A3 1154.3]IGKC STS AF198257 2 89042189 89042511 GTCCAGGACGGAGTACCAAA CTGACACTCGCTCCTGTTGA
A3 1165.3] SLC20A1 STS AF074085 2 113310278 113328217| CCATTTCTGGCGTTATCAGTG TCAAACAGCTTCACGCTCAG
A3 1178.7)IL1A STS AF047012 2 113438310 113448884 AAGACACCCCAGCTTACCCT TCCAGGTCATCAGCAGTGAG
A3 1199.0]ADRA2B STS |AJ251174 2 96246550 96249815| CCGTCCCTACTGGAACTTCA CAGGATCTTCAGGGGTCTCC
A3 1219.2lMOPT STS AW646796 2 39066275 39067575| CTGCTGTGTTTATTAAAAGGAATCA TGCCAATAAAACCATCACTCA
A3 1258.5|FCA181 SSR AF130558 AAGCTATGGTTAAAAAAAAGCA TCCACATTGTCACAAATGGC
A3 1279.7|NSE1 STS AW646797 2 14777725 14781362| TTGACAAATCCCCTGGAAAG TGGCTTTTTCCCTTCCTCTT
A3 1310.8fMYCN STS  |U82198 2 16125801 16125926 GACAGTCATCTGTCTGGACGC AAAAGGATTAGGGCGGGTCT
A3 1320.9| YWHAQ STS AW646798 2 9729021 9776045| GAGATGGTCCACACAACTGC GCATCCTCATTTTAAGGCACA
A3 1334.3lODC1 STS AZ081252 2 10585423 10593545| TGGGGTGCCTCCAGAGAG TGCTTTGGAATCATCAGTGGC
A3 1359.8| FCA334 SSR AF130609 TGTTCACACCCAGTGGAAGA CAAATTTCAGGCAAATGAATTG




Cat Map (supplemental data)

Cat Locus Human NCBI Human NCBI Human
RH positon Locus Acc.Number Forward Primer Reverse Primer
Chromosome Type Chromosome Build33 Start Build33 End

Bl bin:LOD 0.00| FCA803 SSR AY434787 GATACTGAAATGGCTCCGGA TACAACCCAGCATGCTTTCA
B1 0.0|FCA014 SSR AF130478 AGCCAAGAGGGGAAACAACT TGTCACAAATGGCAGGTTGT
Bl 29.8| FCA804 SSR  |AY434788 4 182527928 182530011 TCACTGTTTTCTCCTTCCTTCC CTTGAGGGCAGAATGAGAGC
Bl 53.2| FCAB05 SSR AY434789 AAAACAACCTGTGCACATGC ACTGGTTGAGCAACTGTGAGG
Bl 73.8|Fc.estTBD11 STS AWB46799 TGCCAGTCCATATTAAGAAGTATGC TGTTCAGTATCATGGGCAACA
B1 106.8| FCAB06 SSR AY434790 GGACAGCATCACACATACATCA TTGCCAGGTCAAAGCATATG
Bl 120.7|Fc.32922 STS 4 184950239 184953796| TGTTCAGTATCATGGGCAACA ACCCCCAGCTGAATAAACCT
Bl 129.8| SLC25A4 STS 4 186648872 186652876 TCTTCAAGTCTGATGGCCTG TCACACTCTGGGCAATCATC
Bl 156.7|FCA577 SSR AF130666 AAGCAGCATGTATTCACACA GTGTCCCAGAGAGTTATCAGGG
B1 163.6{F85 SSR TCTGGTCCTCACGTTTTCCT ATGTCTGTATGAGATGCGGT
Bl 189.0|MGC8721 STS  |AW646800 8 29776810 29796848| TGACTGGAAGCTAAGGCAAGA TCTTTCTACCAGCCTTGACACA
Bl 216.1) FCA522 SSR AF130645 8 12616348 12618463| GGGGGGGGTAAATTATCCAT GAGAACAAGAGGGAAAAGTTGG
Bl 248.7|FCA519 SSR AF130643 8 32272962 32276183 ATGGGAGAGGAGGGTAATGG GAACCTCTTGCATTAAGGCG
B1 277.0|FCA807 SSR AY434791 ACATCGCTTGTTGAGGTATGG AGTTGGTTCTGGTACCACTTCC
Bl 332.2LPL STS  |U42725 8 19606082 19634073| CCAGCTGGACCTAACTTTGAG CCTCCATTGGGGTAAATGTC
Bl 359.8|NAT2 STS AF030398 8 18058059 18067986) TGGTGTCTCCAGGTCAATCA GTCCAAATCCAGCATCCACT
Bl 388.4| FCA808 SSR AY434792 TCCTGGCTCCTAGAAGCTGA CAAAGTTGGCTCCCTCTCC
B1 416.9| FCA559 SSR AF130659 8 19310854 19313105| GCCAAAATGTTCAAGAGTGG TTTTGGCTTGATGAGCATCA
Bl 432.8| SLC20A2 STS  |AF394194 8 42015917 42016234| CACCGGCTCAGTGTTATTGG TCCCCAGCCATTAGTGTTTC
Bl 469.6|POLB STS AZ081253 8 41970120 41970246 GAACACGGACATGCTCACAG AAGGGACAGTGACCTTACGC
Bl 554.4 ADRB3 STS AF192488 8 27275788 27292759 TCGGTGTCTCATGTGGTCAT TCCTGGGGTGAAGAACAATC
B1 566.1) FCA339 SSR AF130610 8 36623736| GTAAGGACACTGGTACCAAGCC TCTTTTTCTTGCTTTCCAAAAG
Bl 582.5|FGFR1 STS 8 38010941 38067280] CCAGCAAATGTCTCCCAGAT TGCCATTATTCCTGATGCTG
Bl 597.1) FCA023 SSR AF130481 CAGTTCCTTTTTCTCAAGATTGC GCAACTCTTAATCAAGATTCCATT
Bl 601.9|CLU STS AZ081254 8 37696942 37700610 CCCTTCTACTTCTGGATGAATGG CCTGCTAGTTCCCATCCCTTA
B1 608.7| FCA809 SSR AY434793 8 27392414 27394476 GATCAGGACACTGATGGGCT CAGAATGGACCCTCTGGTGT
Bl 618.1]FCAB10 SSR  |AY434794 CAGCAGCAAGGAAATGACAA AATGCCATAGCCAGTGAGCT
Bl 630.2) FCAB11 SSR AY434795 TTTCTGCCAAGCTACGGAGT TCACCGTAAACAGTCACCTCC
Bl 648.1) FCA812 SSR AY434796 TCACACAACTGTGTGAATGTGC AGCAGAGTGGGCAACAGG
B1 663.0]FCA700 SSR AF130701 4 175314651 175316794 CCCTTAAAATCGCAGCTCTG AATCCAAGGAAAACAGGCCT
Bl 679.7|FCA254 SSR  |AF130586 CAGATGCTCAACCGACTAAGC GCTTTGGCAACCCCTCTAC
Bl 701.2) FCAB13 SSR AY434797 AGGAAGACCCCACTGATGTG ATGTGCTAGGACATTGTGTTGG
Bl 731.8|FCA550 SSR AF130657 GAGGGTAAATGCTACAACTGCC GAATTTGGCATTTACTGCAGC
B1 774.0|FCAB14 SSR AY434798 GAGGACAGGGATGAGAATTCC CACTCAGGTGCCCCTTATGT
Bl 783.6|FCAB15 SSR  |AY434799 AAACATCTTACATATGTGCGCG ATTATCAAGGGGCACAAAACC
Bl 793.6| FCA513 SSR AF130640 TCCTTTTTATCAGCCCATGC GCCTATGGGGAATTGGATTT
Bl 826.1) FCA816 SSR (AY434800 4 155273360 155274360 TGCATTTGGTTGAATGTAATCC GTATACAAGCCCAGGAAAGCC
B1 856.9| FCA817 SSR AY434801 AATTGATGCTGTCACCAAAGG CCAATAGCTGCCATAGCTCC
Bl 867.5|FCAB18 SSR  |AY434802 ACACACACTTGCATGCTCATC TCCTTTTGCATGTGTTCTGG
Bl 874.6|KIAA1046 STS 4 146546476 1 CCTTCAGAAACATTCCACCT AAGCAGAAGCCGAGATGAAG
Bl 883.9|NR3C2 STS 4 149466107 | 149829710 GCTCAGTTTCCAGCCCTTC AGTCACACCATTTGAGATGGC
B1 895.8|FGG STS AF012097 4 155991476 TCAAGACATTGCCAATAAGGG CCAGTAGGAGACAGATGTCCAAA
Bl 921.5|FCAS64 SSR GAGGTGAGGTCCTTGCATC GGGAACAGGTATGTTGAAATGG
Bl 936.3|IL15 STS AF108148 4 143121104 143121275| GGATGCAAAGAATGTGAGGAAC CAAAACTCTGCAGAAATTCTTTAAT
Bl 951.1) FCA819 SSR (AY434803 TGTCAACAATGAGGTCCATAGC CTCCAGTTAAACAGACGGTTCC
B1 969.0]IL2 STS 125408 4 123765831 123771086] AAACTCTCCAGGATGCTCACA GCACTTCCTCCAGAGGTTTG
Bl 990.2| FCAB20 SSR  |AY434804 TCGATCAATGACACAGA GGCCTAGTTGATTTCCCCTTA
Bl 1040.5FCA126 SSR AF130532 GCCCCTGATACCCTGAATG CTATCCTTGCTGGCTGAAGG
Bl 1066.0| FCA821 SSR (AY434805 ATTTCCTCCTGTGTCATGGC AGTGACCATCAATGGATGAATG
B1 1074.7)FCA822 SSR (AY434806 TTAAGAACATGCTCTTTGGTGG AGAAGCCTTCGTAGAAACTTGC
Bl 1086.1 FCA212 SSR  |AF130568 TTTGATTCACGTAAAGGTGCC GACATTGTATGCTTCTGTGGTG
Bl 1100.2lEGF STS AB050947 4 111227255 111326624 TGTCAATGAATGTGCCTTTTG TCAGGAAGCAGAATAAATCCTACA
Bl 1120.2J FCA074 SSR AF130503 CTATCCTGGGCATGGCTTTA GGCCTGAATGCCTTCATCTA
B1 1148.0| SID6-306 STS AW646801 4 106683439 106788395 AGAGGGAGTCGTGGAGTCCT GGTGTCCTCGTCCCTGAATA
Bl 1162.9|FCA612 SSR  |AF130673 TTGGGGCCCTTTAAGGAG TTCTTCCTAGCTTCCTTTGGC
Bl 1201.0 PKD2 STS 4 89321600 89391705| AACCCAGCAACAATACTGACG CCGTTCCTGACTTTGAGCTG
Bl 1214.4MLLT2 STS AW646802 4 88249006 88454970 CAATCAAGGGCTCAGAAAGTC GAGGTGCTGATCTGTGGTCA
B1 1220.0]ODF1 STS AW646803 8 102569288 102578626 TCGGGGTCGAAAAAGTACAG GTCATGCGTTCCTACGCTTT
Bl 1243.7|ALB STS 4 74670642 74687768| GCCCAAGGCAACAGAGGAA CCTCCTTGTCTTCAGCTGC
Bl 1252.0] CSN2 STS U53906 4 71070905 71076656] CCAGCCACAGCCTCTAGTC GGGGATTTCCATTATTTCAGG
Bl 1284.0| FCA257 SSR AF130587 4 61607411 61759288| ATTGCATTTTTTTGCCTTTCA TTAAACTGCACTGAGCAAGCA
B1 1296.5|FCA823 SSR AY434807 AGGGTGTGCTAGAACTAGCTGG CATTTAGAGGTTCAGGACTGGG
Bl 1296.5 FCA097 SSR  |AF130520 4 66676848 66679446| TAATGTTCAACTTGAATTGCTTCC GAACAGTAGTTTGCCCATACAGG
Bl 1322.01L8 STS AF158598 4 75006911 75010067| GTGGGTCTGGTGTAGGGTTG CAAAACATATCCAGGATTTCCA
Bl 1347.7)FCA824 SSR (AY434808 ACCGAATGATGTAGTCGTTGC AAACTGACTGACCCACCCAG
B1 1371.6| FCA825 SSR AY434809 TCAGCCTGACCCACAATACA CAGGTTATGGAGTGGCATATTG
Bl 1418.3KIT STS  |S76596 4 55374029 55456778 GATCGATGACGCAGCAAGA GAGCATTTTTCCATGGCCTA
Bl 1437.0|FCA149 SSR AF130546 CCTATCAAAGTTCTCACCAAATCA GTCTCACCATGTGTGGGATG
Bl 1458.8| FCA826 SSR AY434810 ATTTCCAGGCTCTCCACCTT GAGCTTAAATCCTGGACCACC
B1 1486.1) FCA827 SSR AY434811 CCTGAGAGGGATTCCTAAAACA TGCTTGACTTCTCTGGGCTT
Bl 1511.4 FCA828 SSR  |AY434812 CACTGAGTCAGAGGACAGAACAA CATTACATTTGGCGAGATTCA
Bl 1552.8| FLJ20425 STS AW646804 4 4262159 4284602 GCTTTGAAAAAGCAATATTGGAG AAGTCAAAGCTTTTGAAATGAACG
Bl 1590.5FCA152 SSR AF130547 TTTTAGTCAGCTTAGGCTTCCA CTTCCCAGCTTCCAGAATTG
B1 1599.7) FCA731 SSR 4 5741915 5744421| GATCCGTCTATCCATCTGTCC ATGCTCCCCTGAAGCTGTAA
Bl 1638.1) FCA829 SSR  |AY434813 GAAACAAATGTTGGAGAAATCG GAGTGCCTTTGAAATGTGACTG
Bl 1640.9| FCA830 SSR AY434814 ACACGTATGCACACACATGC GTTACTTGGAGTCGAGGGAGG
Bl 1659.7) FCA730 SSR 4 30151064 30153318| ATTGGGAATTGTAGCCAAGG CTCCAAGTGGATGGAGCATT
Bl 1681.5|Fc.25119 STS AW6B46741 4 15852101 15866154| CTTCGGTGAAACCAGGAAGT CCCCCAAACTATTCCATTCA
Bl 1692.1) FCA528 SSR  |AF130647 CTTTGGGCTCCAAAATAGTTG AATCAGTGTTTCCAAGCCTCA
Bl 1714.2) FCA831 SSR AY434815 TCATTTGTCTCTTTGCCATCC ATCAAAATAAAATGGAAAGGGG
Bl 1726.9| FCA832 SSR AY434816 CATTCGTGACACAGGCAAAG ACAGACTTACTGACCAGGTCCC
Bl 1759.4MYL5 STS S70434 4 657730 665817/ CGTCTTTTCCAACTTCGAGC GGAGGCATAGGTGTCCTTCA
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B2 0.0| FCA833 SSR AY434817 GCATTACCCTTGCCCTGTTA GTGGACGTGACTGTGGACC
B2 22.6|GPX5 STS 6 TCCGCTGGAACTTTGAGAAG TGTTGTGGCAGACTGAACCA
B2 36.7|BTNIAL STS  |AZ081256 6 26563110 26573189|GTTCTGGGCTGTGGAGTTGT ATAGATATGGGCTCCGTTGG
B2 53.1| FCA275 SSR AF130593 TTGGCTGCCCAGTTTTAGTT ACGAAGGGGCAGGACTATCT
B2 62.3| FCA834 SSR AY434818 CACGTGCGCATGTAGACAC TCCAGGTTGGTCAAATGTGA
B2 66.3| PRL STS U25974 6 22350018 22365571 GCAACTGCTAAGCCCGTATC CGCCATGCATTAAAAAGCTA
B2 74.2| FCA835 SSR  |AY434819 6 19032416 19034119| TTAAATGCTTTCAACTCTTGCC GACTGAATCGGTGACCTCTTG
B2 86.3| FCA305 SSR AF130602 GGGTATTTACCCAAGAACATGG TGTTCATACACATACCTGCGC
B2 103.8|EDN1 STS AF320770 6 12353031 12359321| GAGAAGCCGGCTCCCAGT GACCCAGATGATGTCCAGGT
B2 140.3|FCAB36 SSR AY434820 CTGAGGCACATGCCACTG CGCACATTAATAGATGGCTGG
B2 159.5{ FCA837 SSR  |AY434821 6 5979971 5982488| TTCTGAATGAATGCATACCCA CAGAGGGAATAAGGTCAAGGC
B2 178.8| F13A STS AZ081257 6 6134317 6310901 GTCTCACAGCTGCAGAAAGG GGGGTCCAGACAGCAACATA
B2 201.3|PRP4 STS AZ081258 6 4011595 4055215| GCCTGATTGATGCTAATTCGTT GCGACTTCCTGAAGACCAAC
B2 255.6|MKPX STS 6 282097| 341353| AGGATGCAGAAGAAGCCAAA CTTCAGGTACATTACAGTCTTCTGAG
B2 298.6|FLAB2 STS  |M26319 6 29957088| AGGAAAGGGACCACGCTATT ACCAAGTGGGAGTGGAACAG
B2 304.2)FLAI STS U07670 6 31375574 31375688 ACACGCGGATTTACTTGGAC TCCACGTCACAGCCATACAT
B2 312.6| TNFA STS M92061 6 31648849 31648895| GAGGCTGTAGCTGGAGGATG GTTCTGAGTGTCCCCCTCAA
B2 317.9|CSNK2B STS AW646806 6 31696412 31701228 GGGGCACCAAAGGAATAGAG CCAGGCTCTACGGTTTCAAG
B2 320.5/C4A STS  |AW646807 6 32008576 32029200| CACAATGGAAGCAAATGAGG GCACACGGTGTACTGCACTC
B2 345.7|DRA STS U51578 6 32434178 32441266| ACCCCAAACACCAATGGTAA GTGAGCACCTCAGGAAAGGA
B2 353.1) FCA838 SSR AY434822 6 CTCAGGCTTTAAGTGCCCAG CTGAGTTTCCTTAGGGCGC
B2 357.1)DOB STS AY152833 6 32782083 32786349 CGCTTCGACAGCGAAGTGGG AGACCTCACCTTCCACCTCA
B2 361.2|DPA STS  |AY152833 6 33034240 33042825| TCAAGAAAAAGAAGGCTGAAGG ATTGCACAGCCATGTGACAT
B2 373.6|RPS18 STS AW646808 6 33285954 33286954| AACAGACAAGGTCTACAGATTTATTTC AAAGATTCGGGCCCACAG
B2 396.0| MLN STS 6 33763864 33773208 CTACAGGGGAAGGTGGATGA GGCTTGCTTGGGAGAGAGTA
B2 423.7|TCP11 STS AW646809 6 35087264 35110597 CAGCTGGTGTTTACATGCTGA CCCAGGAGAGCTCCTTATCA
B2 426.0|FCA053 SSR  |AF130494 TGCTTACACTCATGCACAGATG GAGCCTTGACATTGCTCTCC
B2 466.0] CDKN1A STS D84650 6 36647902 TGCACTCTCATGCCTCACTC GGCAGATTAGGGGCTTCCTCT
B2 505.9|PIM1 STS Us2197 6 37139394 37144617| CTTCGGCTCGGTCTACTCAG CCCCAAAGAGGCTCCATTAG
B2 533.3|FCA839 SSR AY434823 6 41016580 41020428 GATCACGGGTACAAGGCG ATGCAACAAGTCCTGCGAG
B2 555.14RDS STS  |M94047 6 42665755 42691724| TCTGTGTCCTCTTCAACATTG TGAATCTCAAACCAGTCTCGA
B2 574.0|CDC5L STS AW646810 6 44356666 44419576 TTTTGGCAAATATGACACTGC GACAAATTTGCCCACGATCT
B2 647.8| COL9AL STS AZ081259 6 70876385 70962931| ATCAGGATTGGCCAAGATGA GCATGCTTTCTACAAACCTACC
B2 680.0|EEF1A1 STS 6 74174583 74180913| ACCACTACTGGTCATCTGATCTACA TAAAGGAGCCCTTTCCCATC
B2 731.4/FCAB40 SSR  |AY434824 TGTGTTTCTGCTGAAAATCCA TTTCCAACACTATCCTGTACCA
B2 758.9|MEL STS 6 83871513 84090936| GTGGTGACTGATGGAGAACGTA CATTTTCTGTTCCCACGTCC
B2 775.2) FCAB41 SSR AY434825 ATTAAGTGCCCAATCCCACA GTCTTCCTGAATTCTGTGAGCC
B2 785.8| CGA STS AZ081260 6 87717503 87755280 ACCTTGCAGTCACCACCGCT TCCCACCTGCATCTAAGTCC
B2 806.9| CNR1 STS  |U94342 6 88799742 88825718| CTCCTTCACGGCCTCAGTAG AATGAGCGGGAAAATGTCTG
B2 826.9|b5+b5R STS AW646815 6 84519461 84620300 GATCATTTCCTGAGTTAACAGTGC TTTGTGATGAGTCACAGACTTCC
B2 858.1) RD114-6F STS TGCCATCTGTTGCACTGAAT TTGGAAGAATGACCATCTTTCA
B2 896.0] CLAPB1 STS TCTACTTCAGCTGCCTCATCC CCATGTTGCAAGGAAGACCT
B2 908.0|CD164 STS  |AW646811 6 109687849 109703800 TGTCTGCCTGTGCAACAAAT CAGAACTCATGGCCTTTTCC
B2 956.6| ESR1 STS X98005 6 152083817 152379537 AGCGCCAGAGAGATGAGG GGGCTGTTCTTCTTAGTATGCTT
B2 994.8| TBP STS AW646814 6 170538895 170557420 AGCACAGCACGAGCAACTTA GTTGTGGAGGGTCCCAGTTT
B2 1024.6| TCP1 STS 6 160032959 160044151| GCAAATGATTTCATGTGTGATG AGCCTCATTGTGAAAAGCTC
B2 1034.7QKI STS  |AB061272 6 AGGCTGCTCCAAGGATT AAGGATTGATGTAGCTGGTG
B2 1048.6| FCAB42 SSR AY434826 6 163978346 163980433|ATGTGGTCTTGTGTCTGTCCC AGCAACGTGGACACTTGTCA
B2 1073.5|FCA843 SSR AY434827 TGCACAAATGCACATCCC CACGCGCACAGAAACATC
B2 1097.7)EPB41L2 STS AW646812 6 131095620 131212770 GGGTCAAAAGCAAAAGAAAAA TTTTGATGGTTGTGAGGAAGC
B2 bin: LOD 0.11|FCA844 SSR  |AY434828 GGACAGTGATTGAGCAAGAGC CACTTGCCCACACATTTGAC
B2 1128.2JRPS12 STS AW646813 6 133070838 133079031JATTCGGCTCCATCCGTAAC CGGTCTTCAGCACCTCTTGT
B2 1152.8|FCA133 SSR AF130536 6 126450678 126452963| ATGAGGACCGATGACTCTTTT GGAAATGTTGACAGAGGGACA
B2 1182.6| FCA845 SSR AY434829 6 123905287 123907370 TCTTCATGCATGAGGAGAACA ATCATCACCATCATCATTTTGG
B2 1208.6| FCA680 SSR  |AF130694 6 106553793 106558987| GTTTCCAGGGCTTCCCTAAG TCCGGAAATGCCTTCCTAG
B2 1224.3POU3F2 STS 6 99282756 99284693| ACTGGGCATTTACCCAAGC ATGGAGGTCCGCTTTTTCCT
B2 1237.1) FCA733 SSR GAAGATGTGGGATAGATACACCAA TGTTCAGAGGGCAAATTTCA
B2 1260.8| FCA732 SSR CCTGTGGGTCGCTTCTACTT AGAATTGCAAGGAGGCCACT
B2 1286.1) FCAB46 SSR  |AY434830 6 92138810 92140060 CACAATACTTCTCTGCCTGCC CTTGACTCCCACTTGGGAAA
B2 1310.5FCAB47 SSR AY434831 6 94055260 94055660 ATGCATAGCAAATGAAGCCC TGTAAAATGCCATGCCATGT
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B3 0.0| DNAJA4 STS AW646817 15 76132408 76148964| ATCCCAGGCATATGAAGTGC CCGAGCCTCCTTCCTTAATC
B3 18.9|IL16 STS AF003701 15 79163394 79178043| AACAGAGCGAGACGATCCAG CAGGCAACGTCTTGATAACG
B3 43.4|BTBD1 STS  |AW646818 15 81263552 81314475| AAACTGGGGAAAGACCATGA CATGGTTTAAAAGCAGATTTTCC
B3 52.7|FES STS L77675 15 89014953 89026239 GGTGGCCGTGAAATCTTGTA CGGAATTATGGGATCGTTCT
B3 70.1JCIB1 STS AW646819 15 88361059 88396864| TTAGTAGAACACAAATAGAGCGACGA TGTGCAGTCCTGCTCCAG
B3 97.8| ANPEP STS U58920 15 87915360 87945327| AGATGCCTATTCTGTGTCTGTCC GGCAGGGACTGAGAAGTGTT
B3 128.5|FCA848 SSR  |AY434832 GCTTCTCTCTGTTCAGCATGG CGGAGGCTTCCATCAGTAAG
B3 143.2| FCAB49 SSR AY434833 15 84268789 84270935 TGTAGCATAATGCCCTCAAGG GGAAGCAGCAAATTGTCCAT
B3 bin: LOD 0.00| FCA349 SSR AF130616 15 CGGAATTTGAAGTTATTCCTCC TGCCTCAGTTCAGAGCACC
B3 261.4IGF1R STS 15 96785448 97094240 CGAGTACTTGCTGCTGTTCC GGTCGTCTTCTCGCACAA
B3 bin: LOD 4.60{ TJP1 STS 15 27572440 27694790| TGCATTTAAAAGATACAGTTACTCAGA CACAGCATGGTATCACAAATTACA
B3 375.4|CYP1A1 STS Us2184 15 72587809 72593868| GTCCCCAAAGGCCTGAAG AAGGACATGCTTTGGCCCTC
B3 405.2) TSPAN-3 STS AW646820 15 74914249 74939446 CTTTGGCCAAGAGTTCTCCA TCAGAACCATTTGCAGGTTG
B3 451.0|FCA205 SSR AF130564 15 27067283 27070326 CCTGCTCTCAAGGAGCTCC CCCATTTCTCCTACCAGTTCC
B3 464.9| FCA660 SSR ATCTTGCTTCACCAATTTTTCC TCCCTTTTTGCTTTTGCG
B3 481.4RPLP1 STS 15 67324075 67326784 CACTTCACCCGGCGACTA AGGATGAGGGCCGAGTAGAT
B3 517.0] TPM1 STS AWB46742 15 60913786 60937190 GCTGGTTGAGGAAGAGTTGG CTCATTTGCTGCCTTCTCG
B3 526.0|PSFL STS AW646821 15 61148705 61176970 AACGCAAGGCCTGACATTAC AACGCAAGGCCTGACATTAC
B3 554.2 FCA201 SSR  |AF130563 TCTGCAGGACCAGTCAGATG AGCATACACAAATTGATGCTGG
B3 566.9| FCAB50 SSR AY434834 AAACAGCTCACGGGCTTG GGGGACACCACAGCACTC
B3 600.3|CYP19 STS AZ081261 15 49080809 49209932 CCCAAGCCCAATGAATTTAC TAGGGGAAACGTGTGCTTCT
B3 632.2) KIAAD256 STS AW646822 15 46859975 46917796 GAGGGTCCCAAATCAGAAGC TAGGCAGATTGTGGCAGATG
B3 660.2] TYRO3 STS 15 39430370 39450673| AGGATTTGGGGGAGGGTAG CAAACCTGGGCATTTAAACC
B3 694.8| THBS1 STS 15 37452423 37468803| TCCCAATAAGGAAATAGCATTGA TTCCAAAGGCAATGAGAAAA
B3 704.5|FCA391 SSR AF130617 GCCTTCTAACTTCCTTGCAGA TTTAGGTAGCCCATTTTCATCA
B3 707.6|CHP STS AW646829 15 39102493 TGCAGTCTCGCTGCTAATTG GAGACGAGAGGGCAGTGTTC
B3 726.2)FCA013 SSR  |AF130477 GGCAGGGAGCCTATTTAAGA AAGAGTTGGATGCTTAACCGA
B3 738.6| NRL STS AW646823 14 22539472 22543946 TACTTTTTGGGTCCCCACTG AAACAAGCTCAGGCAAGCTG
B3 740.9|MYH6 STS 14 21841325 21867612 CGTCTTTTCCAACTTCGAGC GGAGGCATAGGTGTCCTTCA
B3 743.3)MYH7 STS U51472 14 21872076 21894978 CATCCAAAGGGGCTGCTAT CTTCTTGATCTGCCCAGTCC
B3 750.7|APEX STS 14 18913418 18916053| TGCTGGCTTCACTCCACA TCATGTAGGTCCAAAAGGTATATG
B3 754.1 TRA@ STS D89022 14 20455926 20456546 CTGCCTGTTCACTGATTTTGA GCCCAGTTGCTCTTGGAAT
B3 bin: LOD 2.82| TRD@ STS D89018 14 20554984 20909237| CCGTAAAACCAAAACCAACG ACTCTTGGCAAACACCATCC
B3 762.9\NDRG2 STS AW646827 14 19475061 19483987| GCACCCTCCACACATAACAC GCCATTGGCTGCACTAACTT
B3 772.6|DAD1 STS  |AW646828 14 21023934 21048257|AGGAGCGGCATGGAGTTTAT TGTAGGTGGAGAGCCCAAAG
B3 782.3| OXALL STS AW646826 14 21225858 21230895| GCATAAATTCCAGTAAGTTCTGAATT CCACCCACAGCCATAACG
B3 789.4 PABPN STS AW646825 14 21780802 21784700 CCCCTGGAAGAAAGAAGGAG TTTCTGGGATAATGGGGTCA
B3 798.9|PNN STS AW646824 14 37634492 37641462 TTGGGATTTCAAGGTCAAAA CCCTTACAACAACCCAGTGAG
B3 bin: LOD 0.00JACTC STS 15 32562542 32762771 | CCTTCCAGCAGATGTGGATT AGATAAGGGAGGGTGGTTCG
B3 816.3|CMAL STS 14 22964692 22967569 GGCTGGCTGGGGAAGAAC TGTAGTGTCTGCAGGCTTGG
B3 845.5|HNF3A STS 14 36049228 36054278 TCAGAGCCATTTGTTATTCAGC TTGGTCAGGCAACTCTTGAA
B3 878.5|FCA851 SSR AY434835 14 40586176 40588213| TCAAATCAGAGCCTGCTGTG GTTTCCTCACTGCCAAAAGC
B3 905.2| FCAB52 SSR  |AY434836 14 53063050 53063300 AGCCCCACCTTTTAGGAGAT TAAGCAGCACCAAGCAACAT
B3 918.0| FCA230 SSR AF130577 14 53718578 53721401| AAGAATGGACTTGGGAAATGG AAACCACAACAGGCAAAAGG
B3 941.4PYGL STS 14 49362098 49401210 CCAGCTGTAACACACCCATGT TGGGTCTTGTTCTTAAACCTTCC
B3 956.3| ESR2 STS 14 62751119 CCAGTAACTCCGAAGGTGGA ACTGGCAATGGATCGCTAAG
B3 958.6|MPP5 STS  |AW646830 14 65749363 65790720| GTGTAGGGGGATGCTGTGTT GCACAGGCCATGTCAAAGTA
B3 971.5|ATP6V1D STS AW646743 14 65794630 65816632| ATTGGCAGAACTCCCATGAC GCACCCTTTGTTCCTACCTG
B3 983.6|KIAAD759 STS AW646832 14 75243626 75269222 CCCCACTTCAATTCCAAAAC GTGCCCTATTGGTTGTCAGG
B3 1016.6| FCA853 SSR AY434837 TGGTTTCATACATGTTGTTGCA ATCAGCAATTCCTCTTCAGAGC
B3 1072.4 FCA854 SSR  |AY434838 14 72074046 72076158| GTGACCCAGGGAATGTATCC AGATCACAAGGGTATGG
B3 1108.8| FCA734 SSR TGCTAGCTTCCTTCCTTGACA ACTGGAGGGGTCAGGACTTT
B3 1121.8|FCA855 SSR AY434839 TTATTTCACTTAGCATGGTGCC AAACAACTTACGTGCCCACC
B3 1134.9|MAX STS D37786 14 63531888 63559213 AAGTCCGTGCACTGGAGAAG CGGAGCTTCTTCCTGCTTT
B3 1141.9RD114-8D STS ATCCTGGCTTTGTCCCTCTT CAGAAGAAAACCACACAAAACG
B3 1151.5FCA592 SSR AF130669 TCCTGCAGAAAGCGAGATTT TCACCAGAAGAGGGTATGTGG
B3 1166.7) FCA856 SSR (AY434840 14 76760827 76764208 AATGCCACCAGTTCCTCAAG TACTGTACCCTGACCAATGCC
B3 1186.8| TSHR STS AF218264 14 79411966 79600813| GCAGCTGGCGTTACTTCTCT GTAGGCTGGGGATACGGTGA
B3 bin: LOD 0.00| FCA088 SSR  |AF130515 14 81560915 81563309| AGGAAAATGAAGTCAAGAAAATGG TTTTTCTTTTTCCCGTAATACACA
B3 1201.8|RD114-8A STS TATCTGTGCTGCTTCAGAAGG GGCACTTCAAGTATTCTCAGG
B3 1204.1)RD114-5B STS GTGCTGCTTCAGAAGGTTTACC CCTATTCCTTGCAAGATTCCC
B3 1204.1)RD114-6E STS GGGGATTAGGGGTTCAACAT TTGGCTGTCATGTTAATTGAGG
B3 1233.4EIFS STS  |AW646744 14 101790587 101799549| CAGGAAATTTTAAAACCGTTGAA ACCCATTCGGGCTTCTAAAC
B3 1240.8| FLJ22558 STS AW646833 14 97967633 97968714| TCATGTCTGTAACCAAGATGGAA GCGTTTTTCTTTTTCCTCCA
B3 1255.9WARS STS AW646834 14 98790167 98831698 GTGCCTCCCCTCTGGAACT TTTCATCCTGTGGTGCCTTT
B3 1285.9| IGHM STS AB01672 14 104289715 105142078| GCAGAAGGCCACGAACATA GGTGACCTGGCAAGTGTAGG
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B4 0.0| FCA857 SSR AY434841 TAAAATAGCCCTCGCGACTG CAGGCACATGCACAAAGC
B4 21.7|IL2RA STS 10 6203745 6254511| GTGAGATCTCCTGGGCTTTG CTCCCTGTTCCTCCAATGAC
B4 30.7|Fc.26434 STS  |AW646835 10 5940612 5955942 CTCACGAGGGAGAGTTCTGG CAGAAAAGCCTACCATCTCCA
B4 42.3)|FCAB58 SSR AY434842 ' TCCCTCAACTTTGCAAACAA CACAGTCGTTAATTTGGGAAGG
B4 64.2| GATA3 STS 10 8246906 8267092 CTTGTTCACAAAGCGTGTGG CATTTGTTCAAAGCCTGTGG
B4 114.2{VIM STS AZ081262 10 17421516 17429831|ATTGAGATTGCCACCTACAGG CTGACCGAAGGTTCCGTATC
B4 136.1yNMT2 STS  |AW646836 10 15360931 TGCAGCAGCAGCAAAGTCTA AGGAGCAGAGTCGCCAAATA
B4 157.9Fc.112998 STS 10 13414005 13426567| GCCTTAAGCGAACACGTCAT CTCCTGGCACCAAACCTTC
B4 191.1) CACNB2 STS 10 18579845 18980277| CCAGAATTGGCCCAGATAAA TCAGCCAGAGGTACAAGCAA
B4 bin: LOD 1.08|BMI1 STS AZ081263 10 22760301 22770461| AGCCATGTCACTGTGAATAACG TTTACTTTCCTTTGATCGGTTTTG
B4 229.0|FCAB59 SSR  |AY434843 CTGTTATGAGCAATGTTTCCTAGTAT CCCTCATTTCCCATCCTTTC
B4 bin: LOD 0.52| CREM STS AY011679 10 35566144 35651317| AGGCAGGAGATGCAGCAAT TGGCTGCATTCCAAATCTT
B4 333.8| FCA860 SSR AY434844 AGGTGAATTTTACCAAAAATGTG CAGCCCAAATGGATTTAAAAAG
B4 341.1)ITGB1 STS U27351 10 33397437| CCATGCAAATTTCACAGCAC CCTGCACATGAGAAAAACCA
B4 353.0| FCAB61 SSR  |AY434845 10 31706539 31709212|ATATAGAGGCGGAGCTGGGT TCTTGAGGTCAGCTAGTATGCA
B4 405.4 FCA356 SSR AF130612 CTTAACAAGGGACATGGAAAGC TCAATTTCATTGCACAATCCA
B4 417.2)VWF STS U31613 12 6188760 6226688| TCAGGGGCTGAAGAAGAAGA TGGACCCACAGTGACTGGTA
B4 bin: LOD 0.02|NTF3 STS AF192538 12 5420747 5483481| GCCAAGTCGGAGTTCCAG TCTTGTGCTCTGCGTACCTC
B4 bin: LOD 1.32| FCA862 SSR  |AY434846 GCATGGTTGGACTGCAATC TCTGCTACACCCTGCCTTCT
B4 429.0] TNFRSF1A STS U72344 12 6317185 6330514| TACTGGACTGGTCCCTCACC TTCACATTCTCTGCAGTCCG
B4 433.5/CD9 STS D30786 12 6188760 6226688| TCATTCGCATTGCTAAACAAA AGCAAACCAAATCCCCAAAT
B4 435.8|TPI1 STS Us2194 12 6855619 GGGAGAAGCTAGATG. G TACCAATGGCCCACACAG
B4 440.4|Fc.estTDE7 STS 12 TGTCTTCTCGGCACCTTCTT CAGCCTAGCCCAACTGACTT
B4 449.7)GAPD STS Us2186 12 6522945 6526797| CCAAGGTCATCCATGACAAC GCTTCACCACCTTCTTGATG
B4 461.6|CD4 STS /AB000483 12 6777980 6809234| AGTAACCCTTCGGTGCAATG AGTGTCTTCTGGCTCTGGGA
B4 517.6|FCA677 SSR AF130692 GGGATATTGGCATATAATGTGG AGTCTCAACTGACGGAGCTACC
B4 527.8| CSDA STS  |AW646750 12 10751956 10776218 TGAGGAACTCCATACTGCACA GCTAAACTTCCAAGTGTCGTGA
B4 539.3| CDKN1B STS D84649 12 12770575 12775569]| GCACTGAAAAGCAACAACACA GAAAAACCTAATTGCACAATGC
B4 569.1 IAPP STS M25388 12 21322094 21456864| CAGTGACAGCCTCATCAAGG CAAAAACCAGGGGAGAAACA
B4 589.2) FCA016 SSR AF130479 TGTCTTGGGCTTCTTTTTGG GCTTGTTTGAAAAGAAATCACA
B4 612.1]FCAB63 SSR  |AY434847 GCCAGGAGGAAACTCACGTA CCACCAAAGCTCCTATTCCA
B4 626.2) PTHLH STS AF114698 12 28011291 28025905| TCCAAGACTTACGACGACGA GCGTTTTCCAGGTTTACCC
B4 643.7|F98 SSR TCAGAGCCTGCTTGGGATTC GTTTGTACTGCTATTGGTGG
B4 685.0| FCA683 SSR AF130695 GAGCATAGAACCTGCTTGGG TTGAACTTTGATTATGGCAGTG
B4 697.7|COL2AL STS  |U85406 12 48083496 48115008| TGGTGGAGCAGCAAGAGC CCTTCTTGAGGTTGCCAGC
B4 714.6|TEGT STS AW646838 12 49852087 49875257| CCTGAGCTGAAAACCAAGGA TGAAGCCAAACTCCACCTCT
B4 754.3|SLC11A2 STS AW646839 12 51089950 51136913| CTCAGTTGTCACCACTTGGAA AAATCCGTCCTTGTTCTCCA
B4 791.2]HOX3A STS M62698 12 54095720 54100807| AGCAAGCAACCCATAGTCTACC CAGATTTTGATCTGCCTCTCAG
B4 808.7|RPL4L STS  |U22229 12 56227120 56228362 AGTCCCTTTTGGTCCGTTG TTCAGCTAAGACAGCAGAAGAGAA
B4 813.3|NACA STS AW646805 12 56823032 56835830 AAGAGCAAAGGCAGTTCGAG AAAAGGGTCCTCGTTTTCAGA
B4 841.6|RPS26 STS AWB646840 12 56152672 56154752 CATAGGCTTTGGTGGAGGTC TGCCATTCACAGCAAGGTAG
B4 873.9| FCA864 SSR AY434848 CATCCAGGTGGGCACTAAGT TTTGATTTGTGGCCTCATCA
B4 880.9| FCAB65 SSR  |AY434849 CTGACAGCTCAGAGCCTGGA AGCTGATCGTCCAACCTAAAA
B4 892.7| FCAB66 SSR (AY434850 12 71493575 71496217| GAAAGCAACTTTCCACATTTCC AGGTGCCTTTTTGTTTTGTACC
B4 904.6|IFNG STS AF012099 12 68265296 68270250 TCCTGCCTACAATATTTGAATTT CATTGTATCATCAAGTGAAATAA
B4 926.4| FCA867 SSR AY434851 12 62139180 62139380 ACGTTGCTGTGATACTGCTCC CTCCCCCTCTTCCCCTAAC
B4 943.3|FCAO51 SSR  |AF130492 GCGCCCCTGATATCAAATAA CCTATGAGGAAAACCTCTGCC
B4 956.3| FCA044 SSR AF130488 AGGGCCTGAACCAAGAGAAT TATTTACAGAGTGCACAGAGGAGG
B4 981.5|FCA868 SSR AY434852 12 67116191 67118282 GAGGAAACATTTCCCTTGCA GTGCATTTAAGAAGCTGCTGG
B4 1025.6| FCAB52 SSR AF130685 12 87890468 87893049 GAAAAATTCAACTGAACTGGCAT CTGGGGGGAGAAAACCATAT
B4 1032.8lMGF STS  |uU82188 12 88823453 88907186| ATCCATTGATGCCTTCAAGG CTGTCATTCCTAAGGGAGCTG
B4 1040.6|RD114-3B STS GGTATCACCAAATGCAAGAAGC TCCATCACACTTTGCCAAA
B4 1045.9|FCA210 SSR AF130566 TGAGCCACCTAGGCACTCTT AGAAGCATCCAGTGACAATGG
B4 1056.5|FCA187 SSR AF130559 12 95939474 95941634| CCAACTGAACCACCCAGG TGGATGGTTGTATTCTTCCTCA
B4 1064.2) FCA735 SSR TCAAGGCCAATTGTAGAGCA TTCCATTCTCTATGGAATAGTCAGT
B4 1069.4 FCAB69 SSR AY434853 CAAGGAGGCCATTGTGACTG GATCACCGAGTAATATTCCAG
B4 1088.9| PAH STS AF114700 12 103165051 103277571 |CTGTGGAGTTTGGGCTTTGC AGTCCTCACTTTCTCCTTGGCA
B4 1104.6| Fc.40342 STS AW646842 22 36413556 GTCCAGAGTCCCAAGGTGTG CCACCCTCTTCCTACCCTACC
B4 1112.2)FCA870 SSR  |AY434854 AAATGACTGCATAGGGTCACG TGTGGCTCCTCAAAAGGC
B4 1112.2lPDGFB STS AF114699 22 37862403 37884099|ATGGTTCTGTCCTCCAGGTG CTTCTTGTCATGCGTGTGCT
B4 1116.8|FCA871 SSR (AY434855 22 35505433 35507554| ACACCGCCTTTCAGCTTG AGTTCCCCTTCTCTTGGAGC
B4 1119.8 TST STS AW646841 22 ATCTGAACAACGAGGGAAGC CCTGGTACTTGAACTTGGAGGT
B4 1129.0| FCA520 SSR  |AF130644 TCTATGACCCATTTCACATTGC GTGTATCACACGTAATCAGGGG
B4 1132.8|FCA232 SSR AF130578 22 32688487 32691046| ATGACCATCTCAAACTTCATGG AGCTGAGTTTGCGTTTATCATG
B4 bin: LOD 0.11|FCA460 SSR AF130628 TCCCCCACTAGTGCTCTGTC TTGTCTCTTTGGATTGTTGAGA
B4 1171.7)FCA069 SSR AF130500 22 42446347 42449570 AATCACTCATGCACGAATGC AATTTAACGTTAGGCTTTTTGCC
B4 1190.7)FCA1056 SSR  |AY435036 GGTGTGAGGGCCTATTCTGA GGATGTCTCCCTTGACTGGT
B4 1203.1§ FCA736 SSR ACCGAGCTCTGTTCTGGGTA CAGACTGCACCACTGCCTAA
B4 1220.5/KIAA0685 STS AW646844 22 49002007 49015920 CAGTCTCTGCACCCCCTGT TGCAAAATTTGACTGCCTTAAA
B4 1243.1 NDUFA6 STS AW646843 22 40724570 40729998| AGACATCACCGTGAAACAGG CTTAATGACCAGAAGATCAACCAC
B4 1295.5 FCA872 SSR | AY434856 TGTCTTTACCCCACATTCTGC CTTCTCTCTCGTTCTCCCTCTG
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Cl 0.0|GNB1 STS CC596505 1 1585750 1691558| GGCTGATTCTGTGCTGACTG GACTGTGCTGACTGGGTCAA
Cl 8.2| FCA873 SSR AY434857 CCAGCCAGGCCCTCTATAA CCTGAGAGTCTGTGCCACCT
Cl 44.5|\VAMP3 STS  |AW646847 1 7428061 7438223| CCAGCCAAATGCACAGATAC GGCCGTGTCTGACTCTGAA
Cl 68.4| UBE4B STS AW646846 1 9702456 9850709)] AAAGCATTATCATGGAAGCACA CCTTTGATCAGCCTCTCCAA
Cl 83.7/[ENO1 STS CC596510 1 8517795 8536080]ATGATCCTCCCCGTTGGT GCGTCTTTGCCGTATTTCTC
Cl 86.8|Fc.estTDAL STS GGGTGGGCTCACATCATAAC GATTCCCCTCCGATGTACTG
Cl 93.3 TNFRS1B STS  |U51429 1 11836475 11878691 CACGGGACCCAGGTCAAC ACGTCCCCCATCGTGTAG
Cl 96.0|NPPA STS AZ081264 1 11526939 11528403| CGAAGATAACAGCCAGGGAGG CTTTCAGTAATGGGTGAGCG
Cl 117.9{Fc.25129 STS AW646845 1 15996102 16015493| TACGGGTCACTGTGATGGAA GTCTGGAGCATGACCCTCTC
Cl 144.4FCAB74 SSR AY434858 1 26074487 26076590 CCAGGCCCTGTTCTAAGGTT ATGGTGCCTCACATGTGGTA
Cl 154.7) FCA875 SSR  |AY434859 1 24503572 24506026]| GTTGGGAGGATGACAGGAGA TACAGAGGTGGGAGCCAGTC
Cl 163.3| FCAB76 SSR (AY434860 1 26430838 26433209 CTATGGCTCCTTCCAGAAAGG ACTGTGGGTCAGTTGTGCAA
Cl 171.9FGR STS AZ081265 1 27171854 27194712| GGCTGCTTCGGAAACGTGTG GTGGCCGCGGTTCGTCAG
Cl 174.3CDW52 STS AW646848 1 25877529 25880057| CTCCAGCTGGGTGGTACTTG GGGGTTAGTGCCAGAGATGA
Cl 193.6| FCA877 SSR  |AY434861 1 22280478 GGGGCCTTTATTCGTTCTTC CTGTGGGACCTGGAAGATGT
Cl 245.8|FCAB78 SSR AY434862 CCCTCAACGTCATGAATGTG TAGGACATAGCTTACAGGAGGC
Cl 271.0|LEPR STS 1 65244166 65460889 GCTTGAGAGCAGCGTGGT TCTCCCATGAGCTGTTAGAGAA
Cl 309.4 TESK2 STS AW646854 1 45239387 45386664| TGTGGTGGTCATGGCTCTTA AGCCATAGCAGGAAGGGAAG
Cl 324.9|KNSL6 STS  |AW646853 1 44635323 44663247|GGCCGTTTCTTGTTGCTTAT GGCCGTTTCTTGTTGCTTAT
Cl 357.8|CAP STS AW646852 1 39969450 40001858| AGGAAACTGCACCATTCCAA AGGCCTCAGGAAATGGGTAG
Cl 379.6| YARS STS AWB46850 1 32667484 32710223 GCATACGTACAAATATACACACATACA CCCCTTCCCTCCTTGTTTTA
Cl 391.4/COL16A1 STS AW646849 1 31544491 31596292 CAACCCATCACAGAGTCCTG GCCCTCCAGGGTATGGTAAG
Cl 410.2LOC127540 STS  |AW646851 1 33756337 33757036|] CCCAAGGCAAATGTCTCTTC TTGGCCTTTTCATGTTTTGA
Cl 431.0|GJA4 STS CC596506 1 35079924 35082670 GCGACGAGCAGTCAGATTTC GGTGGGTGTGCTGACAAAA
Cl 449.2) FCA879 SSR (AY434863 CCAGAGAGTCACAGGTCAACC TATCAGTGCATGACTCTGCATG
Cl 463.2) FCA880 SSR AY434864 TGGCAGCCTTGAAGAGTTG GTTGATAGTCACCTTTCCAGCA
Cl 482.8|FCA247 SSR  |AF130583 GGAAATTAGGAGCTCTGCCA AAGATTTACCCAGTTGCCCC
Cl 506.1) PTGER3 STS CC596507 1 70702760 70898221| AGACCTGGTCGGGCAACT GGAGAGCCCAAAGACAGTCA
Cl 532.6/ ACADM STS 1 75606195 75645096| GTTACCAGAGAGCAGCCTGG CTGATAGATCTTGGCGTCCC
Cl 534.9|PTGFR STS AF272340 1 78347817 78395277| ACAGCCTTGCCATTGCTATT GCAAAGGATGTTCGACTGGT
Cl 571.7)ABCD3 STS 1 94234530 94334641| AAAACTGGGTCATCATTT ACTTTAAACAACTCAATACTGC
Cl 598.5|FCA737 SSR 1 89751545 89753873 TCTCCACTCTTCCCTCACTCA CCACACCCTTTGGTCTCAGT
Cl 601.4| FCA289 SSR TATGTGGCTGTCCAGTTTTCC TCAACAGAAAAGAAATGCAACC
Cl 624.1)FCA738 SSR 1 96325961 TCTTCACTGCTTCTGCCTCA GTGGCCTGAGATGCTCTGAT
Cl 637.3EDG1 STS |AY001738 1 100993730 100998254| CGTCCGGCATTACAACTACA GACGTTTCCAGAAGACATAATGG
Cl 662.3| FCA057 SSR AF130496 AAGTGTGGGATTGGGTGAAA CCATAAGAGGCTCTTAAAAACTGA
Cl 686.3| GNAT2 STS 1 109247822 109257813| CACAAGTTCTTTGCGGCCACTTC GAGGCAAACACCAGTCATTACCAAG
Cl 701.5|FCA881 SSR (AY434865 GTTTTGGGCTTTGAGAAAACC AAGTCAGCCATGTCTGAATGG
Cl 713.9|F37 SSR CGCCTTTCTCACATTACCAT CACTGACAGATCTGATCCTG
Cl bin: LOD 0.73|ADORA3 STS AY011246 1 111144163 111148851]ACCCCCATGTTTGGCTGGAA GATAGGGTTCATCATGGAGTT
Cl 751.0|NRAS STS AWB46856 1 114347190 114360086| CCCAACTTGGATCATAGTGGAT GCAGCTCCACGACCTGATAG
Cl bin: LOD 0.07|NGFB STS U82190 1 114928637 114980955| ACCCGCAACATCACTGTG TCCAAGTCCAGACCCTGAGT
Cl 813.0| FCAB82 SSR | AY434866 CAACCCAGGTGTCCCATTAT GCAATCAAAAGACATAGGGTGA
Cl 849.4|HSD3B1 STS 1 119196864 119204730 CATCCAGAATGGCCATGAAGAAG CCTGAGGAACAATGGGATCATCC
Cl 876.8|GJA8 STS CC596511 1 144724142 144725443| TCTTCATCTTCCGGATCCTC CCTCGTCGTAGCACACGTT
Cl 883.7|FCA290 SSR AF130597 GTAAGGTCCCTGCCACACAT GTATCTGCCCATTTGAGAAAGG
Cl 930.0| FCAB83 SSR  |AY434867 ATTTCAGGGGCTCATCAATG GCTACTGGTGAGTCAGTGATGC
Cl 962.6|PROC STS D43750 2 128080954 128091756| CAGCAGAAGCACCTCAGACA GCCAGTCACCACTGTCTCCT
Cl 997.5|FCA739 SSR GTGTCTGTATTTGTATCTGTATCTGT AAAGGGAAGTGACCACTGGA
Cl 1019.9| FCA884 SSR AY434868 2 120318716 120320886| TTCACAGGTTCTCTTCGGCT AACACACGATTCTTTGCATCC
Cl 1080.7) FCA343 SSR  |AF130612 TCTTTCACACATTTGTTCCACA AGCCGGACACTCAACTGACT
Cl 1137.1) FCA885 SSR AY434869 TGCACTGAGAAGGACCCAG TTTGGGTCTGTTTCAAGTTTCC
Cl 1161.8|FCA740 SSR 2 135763565 135820434| CACTTTCTGAAGGAGCAGCA AACCAAATGGGAGTTTGTGG
Cl 1194.3 FCA480 SSR AF130633 GATCTCACACTTCATGGGACTG ACTGCATCCCAAAGGTTTTG
Cl 1219.9|FCA293 SSR  |AF130598 GATGGCCCAAAAGCACAC CCCACATCTTGTCAACAACG
Cl 1248.5|CXCR4 STS U63558 2 136894235 136898046 TCTGTGGCAGACCTCCTCTT TTTCAGCCAACAGCTTCCTT
Cl 1311.9|FCA279 SSR AF130595 AGCCAAGTAATATTCCTCTGTG GTCCATCCGCAGATGAATG
Cl 1367.6| CL25022 STS AW646857 2 150424375 150442541| GAGGTTTTTCCAATAAAGGGAAG CATTGGCAAGTGGTTTGTGA
Cl 1389.3| FCA173 SSR  |AF130554 GGCTAATGGCTACCGTGTGT CCCAGGGAACCCATAGAAAT
Cl 1426.5FCAB86 SSR AY434870 GACCTGGCTGAAGTCAGAGG CTTTTCATTTTGTTGGTTTCCC
Cl 1461.5/LOC253782 STS AW646858 2 169511568 GCTTCCAGAGATCAGGAATGAA ATTCAGTGCTTGGGCATCTC
Cl 1472.4FCA573 SSR AF130664 TTGACAGAGACAGAGTGCAAGC TCTTGCAGTTGGTGAGTTTAGC
Cl 1485.5GAD1 STS  |M18629 2 171637096 171681673| GCTTCCAGAGATCAGGAATGAA ATTCAGTGCTTGGGCATCTC
Cl 1489.7) FCAB87 SSR AY434871 ' TCCACAACATCACCTTTCCA ATGCTGCTCTCTGCCCAC
Cl 1502.2) CHRNAL STS AZ081266 2 175576352 175593205| TTCGTGACTTGAAACCCACA CCACTCAAAGCCCCGTAACAT
Cl 1518.0| PACT STS AW646859 2 179260174 179279982| TTGCGCAAAGAAGAGGTTAAG GGCAGAGTGTAGCACCCATT
Cl 1551.0lHSPD1 STS  |AW646861 2 198315449 198315685| TGGTGATGGCAAGCACTAAA GAAGAAAAGGCTGGCTGATG
Cl 1576.5FCA888 SSR AY434872 ATCCAAAGAAAAGGCAAACA GATCAATATGCGCACAT
Cl 1588.1) FCA544 SSR AF130654 AAAGCTTGGCTCTTAACTTCCA AATACCCCCAAATTTAGCATTG
Cl 1596.4 INPP1 STS AW646860 2 191172219 191200330 GGAGAACGTTGACCATCCAT TCCTGAGCCTCCTTATCCAA
Cl 1623.9| KIAAODOS STS 2 201640308 201652582| CATTTTGCCTGTGCATTAAAA AAAGTTCATCTTGAGGGAATATGTG
Cl 1653.4CD28 STS US57754 2 204535223 204566581 GCAATGGGACCATTATCCAC AAGCACCAAGAGCCACTGTT
Cl 1658.1 CTLA4 STS AF154844 2 204696534 204702706 CAAAGGTTTGCAAGGGAGTC ACTTTCATCACCCCGTTCTG
Cl 1676.0] FCA889 SSR AY434873 2 208071218 208073663| CTTTGCTGGTCTTTGGGTGT TGAACGAAGGAAGAGCTTGG
Cl 1688.2) FCA243 SSR  |AF130582 ACATGTGCATTCACATGAATAT CCAGAAAGCCTATTTGTGCA
Cl 1707.5FN1 STS AW646863 2 216189609 216264815| GGGCTTGTCTCCATCAGACT GGTCTTCCAGCTGCTGACAT
Cl 1736.9| DNPEP STS AW646864 2 220202287 220217617| CAGCTGACAACTTCTCAAGTGC CAAGGGCTTCTTTGAGCTGT
Cl 1772.5PAX3 STS 2 223029824 223127603| CACCCCAATCAGATGAAGGCTC GGGTTCTCTCAAAAGCTCTT
Cl 1790.9| FCAG49 SSR  |AF130682 ACTGCCTGCACACTGACTTG TTAGTCCTGGTGAGACTTTGTG
Cl 1813.6| FCA364 SSR GTGTGCCTCTGGCAGGAC TGGAGGTGCTCTGTAAAGTGG
Cl 1835.7) FCAB64 SSR AF130687 2 230057579 230059791| AGAAAAATGACTACCGACATGG AAATGTCTTTGAGTGCGGCT
Cl 1836.5|HRB STS AW646865 2 228301072 228385350| TTCAAGAATGAATAAAACCTTCCA CCCCTTTTAAGGTGCTGTCA
Cl 1839.3| TRIP12 STS  |AW646866 2 230595949 230750744| GACATTTATTGTTTCAGCCTGA TGATCACAGCGAGAAATGCG
Cl 1842.1§ Fc.98104 STS AW646867 2 232423106 232438447| GCTCCCTGGCAGATATCCTA GGATGCCCCCTATAGTCCTC
Cl 1856.4 NCL STS 2 232283481 232293233| CACCTGATCGCACAAGTGAT GCATGAACTTAAATTTCCAGTGTG
Cl 1874.4 FCA890 SSR AY434874 CATGACCTGAGCTGAAACCA GGAACGGACCCAGTGATG
Cl 1883.4 FCA891 SSR  |AY434875 CCCCCACATGTCCATTGT CTCGTGACTGAACAATGTTCG
Cl 1954.7)AGXT STS X75923 2 241827972 241838347| ACTGGAGGGACATCGTCAAC GATCACTCGGTCCACGTTCA
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C2 0.0 FCAS68 SSR AF130662 CCATAATCATGTGGGCCAAT CTGCTCCCTGACACTCTGC
C2 4.1JHRMT1L1 STS AW646868 21 46912209 46941497| ATGCAGAGTCCCGTCACAT CAACCTTGTACGCCTGTGAA
C2 22.2| FCA892 SSR  |AY434876 GACTGGCTTCTGTCACTTAGCA AGAAATGCCCTATCAAGCCA
C2 42.9|FCA346 SSR AF130614 21 35222698 35225004 GAATGCCTAGGTAGCACTGTCC AGAGATGAAGCCCAGAACCA
C2 63.1| FCA893 SSR AY434877 GGGGTACATCCATAACACGG GCACAGACATTGTGATGGATG
C2 93.3| FCA638 SSR AF130679 CCCCAGCACTGAATTGATTT GTGGAGCCTGCTTGAGATTC
C2 118.7)SON STS  |S79173 21 33835745 33870207| TCAGCTACACCTAGATAGACGTTAA AACTTTCTCAGTCAACAAAATAGTG
C2 142.9|C210rf59 STS AW646869 21 32892883 32893049| GATGTCTTTTACCCCGTGGA AGAACCGATCATCAGCAGTG
C2 161.0|APP STS AY011369 21 26174732 26465008| TCCAAGATGCAGCAGAACG CTAATGTGTGCACATAAAACAGG
C2 184.2| FCAB94 SSR AY434878 CATGCCAGACTGCATTTGTT TTGCATCAAGTGTTTAATTGCC
C2 198.8|NCAM2 STS 21 21574767 21834285| TGACCAAAACTATTCCATTGACC AAGCTGAGGGCAGAAATCAA
C2 211.1)FCAB95 SSR AY434879 GAGCTAGCAGGGAAGGGG CTAGCAGTGCTCCATTTCAGG
C2 213.5|FCA535 SSR AF130650 TAGATTAGGGAGGGGGATGC ACATGGCTTGCTCCTTTCC
C2 220.9|FCA543 SSR AF130653 TTTCCAATGATGTCTTCTTCCA AATTGGGTTGTTAAAGCCCC
C2 238.4/NRIP1 STS 21 15255433 15359126| ATAATGCTTCTCGCCCACAC CCTCATGACATCTAATGTTAAGCAA
C2 262.8|FCAB96 SSR (AY434880 21 22810238 22812275| CACGAAGAACATTTTAGAGGCA ATTCCATCATCTGGCATATTCC
C2 277.0|FCA897 SSR AY434881 3 76765804 76769288 CCGTCATTTCCCTTGTGC ACAATTTGGGGTGCTTTGAC
C2 283.1)J FCA898 SSR AY434882 TAGTGCTGCAGAAATGGGC GCCTGGACTGGACTTCTCTG
C2 285.3|FCAB99 SSR  |AY434883 AGACATTAATTGCAGCCTTTCC AAGAACTGTGCTTGCCCACT
C2 299.7|GBE1 STS 3 81345648 81616631 CAAGTGTATTGACTTTCTGGTTCTC CAGATGCCGTAGGAACCCAAGTC
C2 312.4FCA900 SSR AY434884 3 83008028 83010218 TCACTGTGTTTCATACTTGTCATCTC TGGAGTGAATGAATAAGAAATTGG
C2 322.6|FCA901 SSR AY434885 CTTCACTCCAGCTACACTGGC GTGCATGTGATGTGGTATAGCA
C2 338.1)F164 SSR 3 86443708 86445799| CTATATGACAACTGAGAACT AGATGATACAGGTAGAGGTC
C2 bin LOD: 0.02| FCA576 SSR AF130665 3 95130641 95134163| GTGCCATTGGATTTGACCTT ATGGCCAGCTGCTTCATTAT
C2 368.2)PROS1 STS 3 94884704 94974139| ATTAACCCTCGTCTAGATGGATGTA AATTGAGCAACTCCAGAACCAG
C2 402.1) FCA902 SSR (AY434886 ACCCAGAATGGAGAAAGTGC TGCAGATATGTTGAGTTTTTATTTGA
C2 415.1]FCA903 SSR  |AY434887 TGATTCTTTTGCATGCATCC CTGGCACAAAAAAGACACACA
C2 427.3|FCA048 SSR AF130490 TCCATACATGTTATTGCAGATGG GAAAAAACTCTAAGTTGGTATGGC
C2 431.1) FCA904 SSR (AY434888 3 100261258 100261298| ACCAAAAAGACTGGCCAGG ATTGGCAATTGTGTCCAAGG
C2 438.3|FCA077 SSR AF130506 3 100785200 100787237| GGCACCTATAACTACCAGTGTGA ATCTCTGGGGAAATAAATTTTGG
C2 489.1) FCA905 SSR  |AY434889 TGACGAAATGGAGAATGTATGC CACCATGCCTCTCCATCC
C2 524.9|FLJ20730 STS AW646870 3 113562124 113584232| AGAAGTGACTTGCCCACGAT CTCCACCAACTCTTGCCTGT
C2 548.2) DRD3 STS 3 115128789 115178969| TTCAGTGGTGTCCTTCTACCTG TCCTCTGTCTCAACACCACA
C2 584.0CD80 STS U57755 3 120527540 120559690 TCTGCAGAACCACTGTATGC AAGAGCTAAAGAGGCTACCTCCA
C2 608.4/CD86 STS  |AF157827 3 123055460 123119896| GTTCCCCTTTCTGCATTTGA GTGACATTCCCGAGGAACAC
C2 617.6|FCA483 SSR AF130634 3 123696913 123699021 CTAACACAAAATGAAGAGGGGC ACTGAGACTGTTCCTAGGGTGG
C2 629.3| FCA906 SSR (AY434890 GAAGCAACCAAGTGCCTTTC GTCCTCTGACTTCCATGACTCC
C2 661.8| TFRC STS AF276984 3 197182805 197215954| CTGGCTCTCACACTCTGTCA CCCAAATGTCACCAGAGAGG
C2 770.0|FCA907 SSR  |AY434891 AGCCTCCATAATCATGTGAACC GTTTTCCAGAGAAACAAAACCA
C2 828.1) DGKG STS 3 187269039 187482030 GAGCTGAGGCCTGTGAGTTT CTGGGAGAGCATGCACAGTA
C2 852.5|FLJ11198 STS AWB46871 3 185313653 185313796| ATGCAGAGGATGCTCCAGTT AGGGCTTCCTTTAGGGTCAC
C2 875.7|FCA908 SSR AY434892 TTGCATATGCCTCACTATCACA GCCACTTACCTGCCTACCAA
C2 886.3| FCA909 SSR  |AY434893 179131214 179132214 GGGCCACAAAATAAATGTGC CCAATGTGTTTGCCACTAAAA
C2 919.9| SLC2A2 STS 3 172116164 172146795| GCATGATAGCCATCTTCCTCTT TTTCCTTTGGTTTCTGGAACTT
C2 936.6| FCA424 SSR AF130625 TGGAAAAATGTGGAATACTGAA CCAATTTGTAGTGACATCCCC
C2 958.8| BCHE STS AF053483 3 166892720 166957277| GTGAGGCCTTGGATGATGTT GCATCACTCCCATCCATTCT
C2 965.9| FCA910 SSR  |AY434894 3 165734991 165737804| AACCAGGATTAGCTTTTGATGG AATCACAATCTTTGAAGCCACA
C2 977.8|FCA911 SSR AY434895 3 165265580 165267849| CCAGAGAGAAGCATATAACAAGGAA AAGATAGCTCCTGGTTTTGCAC
C2 997.5{IL12A STS AF054605 3 160988263 160995420 GCTGTTACAGGCCCTGAATG ATTGATGGTCACTGCACGAA
C2 1010.4FCA912 SSR (AY434896 TTCACAATAGCCAAAAACATGG AAGCTCCATCTGTGTTCTCACA
C2 1045.0| FCA310 SSR  |AF130604 TTAATTGTATCCCAAGTGGTCA TAATGCTGCAATGTAGGGCA
C2 1052.3| FCA913 SSR AY434897 TCTGCCTCCCTGGAACAC TGTGACTGCCATAGGCTCTG
C2 1059.5/CP STS Us2183 3 150161827 150221396| CTAGGTCCTGTCATTTGGGC GGACAGTTTTTCCCTGGTGA
C2 1091.4 RASA2 STS 3 142487537 142613464l GCAGGAGTCTGGAAGTGAGG GACAAGGAATCATGCCCATT
C2 1095.0| FLJ23751 STS  |AW646872 3 142232320 142295086| CGTATGTATCCAAAGGCAACATT TGGTGCTAGTTCCTTGTGAAGA
C2 1108.0| FCA914 SSR AY434898 CCCGGGAATTCCTACTTTTT AGCCAGAGGCAATGGAATAA
C2 1133.0|PCCB STS AW646873 3 137250759 137331051] AAGGCACAAATGAAATCTTCC AAACCAAGAGCCAGTTACCG
C2 1150.7|TF STS AW646874 3 134746710 134779460 TGGTGCACTGTCTCAAATCA GCTGAAACTGGAGCCCTTAC
C2 1160.8{RD114-3D STS TTCCTTCTGGTCAACAGCCTT AGCCTGGAGCCTGTTTCC
C2 1173.6| DAZLA STS AF114697 3 16620157 16638860] CCAGTGATGATCTCCGATG CCCATCTATCAGATCTGC
C2 1181.3|FCA915 SSR AY434899 AAGAGATAGGGCAGATTTTTGG CCCATTCTGAGCATTACGCT
C2 1202.5|FCA117 SSR AF130527 3 17803558} 17806005| AGCTCTTTAACCATGGGAAATG CCCTTTTTCAGCATTAGTCCC
C2 1234.9 TGFBR2 STS 3 30497808 30585375|ACACCCTGGTGGGCAAAG GGTTGATGTCTGAGAAAATGTCC
C2 1260.0| FCA148 SSR AF130545 TGACTTCAGGAAGGTTACTCAGC GATGCTTAACTGCCTGAGCC
C2 1273.8|FCA916 SSR (AY434900 CCTGTACAAATCTCCCAGAAGG ATAAGGGCTCCAAGCTAGGC
C2 1278.5|GORASP1 STS AW646875 3 38951468 38951627| CCTCCTTGGAGGAACAGCTT TGGAGGCTGAAGAGGAGTCT
C2 1290.5GLB1 STS  |AF029974 3 32884713 32985324| TTAGCACGGGTGTTTTCTCC CCTTTGAAGCTTCCATTTCG
C2 1295.2)FCA917 SSR AY434901 3 TTAATGTTAACGTGAGCGCG GGCAGCGTGATGGAGATAAT
C2 1327.4FCA918 SSR (AY434902 CCCTAAATGTCCCTCAGTGG TTTGTGTCTCTGTGCATGCTT
C2 1355.6| FCA919 SSR AY434903 3 19362170 19363870 TACTTGGTTGTTCCCATCCTG AGGATTCTTGGTGGATGCAG
C2 1375.8| FCA043 SSR  |AF130487 GAGCCACCCTAGCACATATACC AGACGGGATTGCATGAAAAG
C2 1397.0|RARB STS AZ081268 3 25309493 25489220 ATGCGAGCTGTTTGAGGACT TGCAAAAAGCCTTCCGAAT
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D1 0.0|MMP7 STS u04444 11 102425313 102435552 TCCAACCAGAACTAATGCACA TGAGACACTCAGGCCACAAG
D1 46.2)ACAT1 STS AW646746 11 108026269 108052286 TGGAGAGCATGTCCAACGCTC ATGGATTTTATTGTAAGACGTCAGTCAG
D1 58.1| FCA920 SSR  |AY434904 11 107737661 107738361 CAGATGCTAGTTGAAGGGGC TGCTCTGTCCAGCCCATAG
D1 81.9| FCA921 SSR (AY434905 AGGACCTAAATCCACACCCC TCCTCTTGTGCAATGTTTGC
D1 87.1}I1L18 STS AB046211 11 112047886 112068716 TTTGGCAAGCTTGAACATAAAC TCAGGCATATCCTCAAACACA
D1 112.9|DRD2 STS 11 113314228 113379803| GAGTGGAAATTCAGCAGGATTC AGGAGATGGTGAAGGACAGG
D1 140.14 FCA922 SSR  |AY434906 AGGGAAGCAGCTTATACTCAGG GCTGAAGTCGGACGCTTAAC
D1 160.6|MGC13125 STS AW646880 11 116652809 116677606 TTATTCCGCAGAGCCCTAAA TGTGTGGGCTTAAGAGATTGG
D1 180.6| KIAAD999 STS AWB646879 11 116748085 117003018| CGCACACTGATGAACCAAAG CAGCTCGGGAATGAAATGAC
D1 197.7|Fc.23690 STS AW646881 11 119259821 119260671] AAGTGCACACCAGCCCTTT CTTGGAGCCTGAAGCTTTCT
D1 215.1]FCA193 SSR  |AF130561 11 118065342 118067419| TATCTGGTAAGCCCCTGGG CCCTGTTTTTATGCCTCTGC
D1 227.2)MLL STS 11 118341118 118426821|ATTTCAGGAGCTCGGTGTTG GGAACGGAGAACTTAAAGATGG
D1 239.0| H2AFX STS 11 118998748 118998901 AACAAGAAGACGCGGATCAT GGTGGCGCTGGTTTTCTT
D1 276.6| THY1 STS Ug2192 11 119322800 119327831| CCCATCCAGCATGAGTTCAG GGTGGTAGACTGGCCAGAGA
D1 335.2| FCA087 SSR  |AF130514 AGTGCAAGACACACGTCACC TGACCGGAGGAGGTAAATTG
D1 350.1) FCA1057 SSR AY435037 11 123312796 123315642| CAGGCTCTGTGCTAACAGTCC TTATACAGCTTGCATGGGTCC
D1 357.5|FCA144 SSR AF130542 11 123094210 123096594l GGAAATCCTGGAAACTTCTGC CCCGGCAAAATTATGAAGG
D1 365.7|FCA923 SSR AY434907 CGTTCAACCACTTCCTCCAT TCTGAGGGACCCTGGGTAC
D1 367.2) FCA1055 SSR  |AY435035 11 1 125585783| GATCACCTGAATGCTAGCTGG AACCAGTGTCAAAACTGTGGC
D1 371.7|PATE STS AW646884 11 125650106 1 ACTTGCTTGGGACCATTCTG ATCATGACCTGAGCCGAAGT
D1 391.9|FLJ21103 STS AW646883 11 126115107 126166349| GCCATTGAGCTTAATTGAAAAA TGTGTCCACACAGCAGATCA
D1 405.7| SPA17 STS AW646882 11 124577718 124598603| GCATGTGTTCAATGGCATGT GCTCCCCAGAAAAATGTGAA
D1 462.5|FCA924 SSR  |AY434908 ACACACACGGACAATTGCAT TGGCTGTTACACCATGAATAGC
D1 490.2) FCA925 SSR (AY434909 CTTATCAAACCTTCTGGTTCCG ATCTAGTAAACTGGCCTGCTGC
D1 527.7|FCA926 SSR AY434910 CCTTGGAGAATGAAGGCGTA TTCTGAAGAGTTTCTTCTTATGTTCAA
D1 584.1) FCA927 SSR AY434911 CCACGTAGTCGCAGATGCTA AAATCTTGAGGGCAGCAATG
D1 618.7|Fc.estTCE6 STS TGACAAATAACAGAAAGAACTATGGA GGTGTGTGAGACATTTCTTTCAACTA
D1 698.2)PGR STS 11 100943181 101035333| ATGAAAGCCAAGCCCTAAGC GGCAGTGACTTAGACCACTTGAC
D1 725.5|FCA341 SSR CCCTTGCAAATGGAAAGAAA GCCCAAATATCCATCAATCG
D1 772.2|FCA928 SSR AY434912 11 96151674 96153774 GGAGCGTAAAGAAAGCCTGA CAGGGTACTGAACCCACCAA
D1 802.4|FCA929 SSR  |AY434913 11 95925247| TGCCAAGATAGACCTGCCTTA TCTGTTGAATAATAAGATTAGGGATG
D1 851.6| FCA930 SSR AY434914 TTTTCAAGAATTGCCATTTGG CATGACCTGAGCTAAAGTCGG
D1 892.5|FCA931 SSR AY434915 11 91891303 91893563| AAGGTAAGTCAGCAATGCAGC GTGGCTTTCCCTTTATCATCA
D1 914.0]TYR STS U40716 11 89095162 89213368 GCTTTATGTGATGGAACTCCA CAGCTTTATCCATGGAATCC
D1 933.9|FCA932 SSR  |AY434916 11 82459852 82462492| ATCTATTCTGCCCCTGCATG AGTGTGAGCTTGCTTAGCTCC
D1 955.3|FCA933 SSR AY434917 TCCACCCATCTAATTTCATTCC TATCAGCCAATTTATCACCACG
D1 973.7|FCA067 SSR AF130499 GGCCTGAGCTGAAGTCAGAC GGCTCCACACTGGGAAACTA
D1 993.9|FCA076 SSR AF130505 TCCAAGTGTCCATCCATAGATG TTTTAATGGGCAAGTAACATTCC
D1 1025.8| FCA347 SSR  |AF130615 ACGTCCACCAACTCCAACTC GGCTAGGTAGAAGACAAATGCG
D1 1035.5HBB STS AF114701 11 5205733 5207338|ATGAAGTTGGTGGTGAGGCCC AGACCACCAGCAGCCTAAGGG
D1 1048.8| FCA934 SSR AY434918 11 72389623 72392448 CATGAGGAGCTCAGAGTGACC ATCACCATTATTCCCAATGACC
D1 1076.7) FCA935 SSR AY434919 11 11523231 11525834| GTCTTGCTATATGTGGTGAGCG CACTGGCTGTATCCTCACATG
D1 1088.6| FCA936 SSR  |AY434920 11 15712152 15714328 CTCAGCAATGTGGCATGC CACCTCCTGCCCATCATG
D1 1096.8PTH STS AF309967 11 13552760 13556721| TCTACTTTTATTCATGTAAGGCCTCTT TGATCATTAAATTTTTATTTTGCAGTG
D1 1107.5{F49 SSR GTCGAATGCTTAACTGACT GACATCTGGTCAGTTTCCTC
D1 1114.2)LDHA STS AZ081271 11 18455264 18468547| TTTGGTCCAGCGTAATGTGA TGCCATCAGTGTTACTCAAGC
D1 1142 3 SAA STS |AF136718 11 18326873 18330666| CTCCTCTATAGCGGGCACCT ACCAGTCCTGTGCCCAAA
D1 1154.9WT1 STS 11 32448475 32496231| CACCAAAGGAGACACACAGG GGGGAGGGAATTATTGGAAA
D1 1162.3|FSHB STS AZ081269 11 30292604 30294719 GCAATGGACATTTCAGGTGAC AATTCCTGGACCTCCTCTGC
D1 1180.6| FCA741 SSR GCATGGAGAGGGTTTTAGCC TTCGTCAAGTCCATGATAAATG
D1 1194.0 BDNF STS  |AF192537 11 27718016 27762310| CATCCTTTTCCTTACTATGGTT TTCCAGTGCCTTTTGTCTATG
D1 1196.5FCA937 SSR AY434921 11 26740657 26742882 TTCATACCCACCCATCTATTCC ATATCCATTCCTCTGCATCCC
D1 1204.5|FCA938 SSR AY434922 ACAGCATAATGCGCTCAGG ATGTTTGACAATGGATGAATGG
D1 1208.7) FCA939 SSR AY434923 ATTTCAGGCCATTTCAGGC TTTAGGTATACATGCAGGCACG
D1 1215.4 FCA698 SSR  |AF130700 GGGAAATAACAGGCTAGCAGG TCAGGCTTCACACTCACAGTG
D1 1229.4 FCA940 SSR AY434924 11 32890555 32892937| AGCTAGCTCATCCATTGCCTA GCTGAGTGTATTAACCCTTCCA
D1 bin: LOD 0.40| FCA941 SSR AY434925 11 34590717 34592915| TGCAAGTCATTAAAATCATGCT TCCAAAAAGAAGAAAGGTCCC
D1 1237.7|CAT STS U82180 11 34499647 34532761| AAAGACTGACCAGGGCATCA GAAAATCCAAAGAGGCACCA
D1 1240.5 FCA942 SSR  |AY434926 11 34679035 34681207| TAGCACCACCACCCACTACA CACCTACCCCACCACTGTCT
D1 1243.1) SLC1A2 STS AF354649 11 35315122 35480178 TCAATGTTGTGGGTGACTCC TTTCAATATCTTCATGCACTCGAT
D1 1244.9|FCA180 SSR AF130557 AAATTGGAGACATTTGATTTGC CTAGGCTTGTGGGACTGAGC
D1 1248.8|RAG2 STS AY011977 11 36652649 36658940| TCATGGAGGGAAAACACCAAA TGCACTGGAGACAGAGATTC
D1 1271.1§ FCA239 SSR  |AF130579 TGAAGGTGTGGAGATAAGTGTT AGCAAACAAAAAAGATGTCCC
D1 1314.7)ROM1 STS AJ417433 11 62630160 62633471 CTCCTCTATAGCGGGCACCT ACCAGTCCTGTGCCCAAA
D1 1322.3] SF3B2 STS AWB46877 11 66069779 66086334| CCTGAAGAGTTGGAGCTGGA GCATCCAGACAAAGAGCTGA
D1 1327.7)CTSW STS 11 65897428 65901353 AGGGCTCCAGGTTGGTTAAA ATGGGCGACCATCTGACTAA
D1 1346.2{ Fc.132216 STS  |AW646878 11 61528002 61529373| CTCCAGAACCTCTCCGACTG ACTACCACATGGGGCCACT
D1 1353.7) FCA943 SSR AY434927 11 61510980 61513097 GAGAGAGCGCGTCATCAGTC CCTCCAGCCCACGGTTTC
D1 1357.5|PGAS STS AF036953 11 61259553 61269801| CCAGCTCCAGGAAGCAAC CTCCACTGGGAGAAGGGATT
D1 1361.2) FCA944 SSR AY434928 CCCAGTGTAGCTGCACCATT CTGGCTTGGGTGGATGAG
D1 1366.9| IGHMBP2 STS  |AF503619 11 68921351 68958076 unpublished data unpublished data
D1 1394.8|KCNQ1 STS AF013961 11 2426367 2829324| GGAGCTCATCACCACCTTGT CGTAGCTGCCAAACTCCACT
D1 1415.5AP2A2 STS AWB46745 11 181724 272300JCGACTGGGCTGTTTATTTGC AGTTTTAATCGCCGAGGATG
D1 1432.9|HRAS STS U62092 11 664646 667968] TGAACATCCCAAATGCCAC AGCCGAAAACCAAGATCAAG
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D2 bin: LOD 0.0l FCA165 SSR AF130551 TTGGCATCCCCTTGTATCTC AAACCGGTATGCTACTGGGA
D2 0.0 FCA091 SSR AF130517 TGAGAACAAGCCATTAATAGCA CCCAAACATAAGGCTGCATT
D2 25.3| CHRM3 STS 1 235846452 236369030| GGGTCATTTCAATGAATCTGTTTA ACAAAGTATTGCCAGAACAAGATG
D2 58.8|LGALS8 STS AW646886 1 232978157 233010879 CCTCCTAGGTGTTCTGGGTCT GCAGTGCTGGCAGGAAATA
D2 86.0| FCA262 SSR AF130589 1 231681438 231683188|ATCTCTTCCATGGTGTGTGATG TACAGAATACTCCCCCCGC
D2 bin: LOD 4.64| NUMT STS U20754 TTAACACAAGCGACCGCCTA GGGTTAAGGTCTTTTAATATGGTT
D2 159.8| FCA462 SSR  |AF130629 1 TCATGAGATGGG GAGAGA GCCATTACTGAAGGTATCAGGC
D2 202.2) FCA945 SSR AY434929 10 60165227 60167375| TGAGTTACACTCAGTTCATGAAAATCT GAGAAACCAACCATCCCATT
D2 204.5|FCA946 SSR (AY434930 TGGTGGCTTTACAGGTAGGC TTCATGAAAATCTTCCTGTACTATGG
D2 211.3|FCA477 SSR AF130631 TTAGGAATGGATGGGCAGAG AAGGGGAAATATGAATAAGGGG
D2 257.9|FCA263 SSR  |AF130590 10 65674198 65674798| CAGCTCAAATTTCTGGCTCC CAGGAGGTCCCTATCAAGAGC
D2 292.4 EGR2 STS AZ081272 10 64464158 64468528| CATGAGAGACCTATCCGTGC GCAGATCCGACACTGGAAG
D2 316.0| FCA081 SSR AF130509 TCATGGAGATAGAAATTGACAACA TGTTTTATAGAACATTCTCGGTGT
D2 357.8|FCA947 SSR AY434931 TCTTTAGGTGCCCATCCTTG CACTGCTAGTGAGGCCCTTC
D2 371.7|FCA948 SSR  |AY434932 TCCTGGCTTCTGTGAATGC GGTGAAGATTTCTTGGCCAA
D2 401.5|RBP3 STS 711811 10 48317289 48326807| GAGGCCGTGCAGACCTACTA CAGAAGAGGCGTCCTTGG
D2 424.7|FCA949 SSR (AY434933 AGCAGAGAATGCTGTCAGAGC CCCTCTCCACAGAAGGCATA
D2 bin: LOD 1.17|FCA950 SSR AY434934 10 82412834 82414985| CTATCCTTTATCACCTCCCACG GGCTGGGCATACACTTGTG
D2 451.0|FCA951 SSR  |AY434935 TTGAGTTTGAGCATCCTCCC GAACTGAACCCAGGTAGTCTGG
D2 453.7|VCL STS 10 75650347 75772202 AATGACATCATTGCAGCAGC CTGTAAGAGGTTGGTTCTAATCCG
D2 465.2) FCA035 SSR AF130486 10 85878364 85881167| CTTGCCTCTGAAAAATGTAAAATG AAACGTAGGTGGGGTTAGTGG
D2 488.3|GHITM STS AW646887 10 86030474 86044527| CCAAACATCTGAAACCTGCTG GCAACTGGAAGCAACAGAAA
D2 515.9PLAU STS  |AF114703 10 7 CAACAAGTACTTCTCCAACATTC AGTTCCAGGCCAGGCAG
D2 533.4| FCA952 SSR AY434936 10 74510175 74512891 CACAGTCTCTCCTGACATTTGC CATCTCACCCCAGAATGCTT
D2 573.0|FCA107 SSR AF130524 10 49819484 49821585 GGACTTCTGCAAAGCCACTC TGTCCCCAAGAGACCCTG
D2 594.4| CHAT STS AF114702 10 50709549 50765558 GGAGACAGGGATTTGGATGA ATCCCCATCTGTCCCTTTTT
D2 610.0|RET STS 10 43347708 43400989| GCAACATCGTTCCTCTCTGC TGCCTGAATGTAAACGGATG
D2 617.5|SDF1B STS AB011966 10 44640810 44655732 AGTGTGCATTGACCCGAAAT CCAGGTATTCCTGAATCCACTTC
D2 636.4| FCA953 SSR AY434937 TTTCTGAGTTTCCCGTGTCC TGCCTCTCTCCACCTTGAGT
D2 661.7|CYP17 STS AW646888 10 104718952 104728404| CTACCCTCATCCTGGGCTTC GCAGAGGTTCGACCTGGAG
D2 690.6/LOC119392 STS  |AW646889 10 106013042 106017367 TGTGGCAAATAGATGGAAACA TCTGGGCATTTCTGGAAGTC
D2 713.7|BUB3 STS 10 124920853 124931845|AGGTCGAGTGGCAGTTGAGT AAACGGATCCCAAATGTTGA
D2 728.8|OAT STS 10 126126903 126148550 TGAGAAAGGAGCTCATGAAGC AAAGGGCTCCATTTCCAAAG
D2 737.5TRABID STS AWB46747 10 126716900 126717000l AGGAGCAGCAGGAGAAGCTA TGTAGCGGTCAAGCCACTTC
D2 782.9|F41 SSR 10 122459159 122461532 GTCTGCATCTTCAAATAGGA GTACCTGAGTTGGCTGTTGA
D2 813.2) FCA954 SSR AY434938 ATGTTTTAAGTGCCAACGCC CTTGACCGAGGTCAGAATTACC
D2 827.2) FCAG68 SSR AF130688 10 114513190 114515528 AATGGCTGAGACATCAAGTGG AGAGCAGCCCAAAAAAGTCA
D2 840.7| ADRB1 STS AF192344 10 115935041 115936754 GGGCATAGGCCTGCTGAT GCAGAAGAAGGAGCCGTACT
D2 851.7|ADRA2A STS  |AZ081273 10 112968147 112971796 GGTCCATCACGCAAGCCATC CTTCTCGATGGAGATGAGCG
D2 876.3| FCA366 SSR GAAGGCCTATTCCACTTCAGG TCCCCATCTTGTACTCTCTTGC
D2 884.9| FCA955 SSR AY434939 10 108657106 108659419 TCATCTTTAAGGCCAAGATTCC GACAGTTGGGTTTGGCACTT
D2 902.6| FCA956 SSR AY434940 TTGGTAAATGGACTTGGATGTG AACCCCTGAAGGCAGTCC
D2 914.2) FCA957 SSR  |AY434941 10 1024004611 102403107 GATCATTCAACGGACTCAAGG GTTGCATTTGCCTGCATTC
D2 917.1) FCA078 SSR AF130507 TGAACTGAAGTCAGATGCTTAACC CGGAATCAGCTATTTTTACGG
D2 922.9|FCA557 SSR AF130658 TCTGGGGGTGCTTTGAAAT ACATGCTACAGAGCGGGC
D2 931.1JGOT1 STS 10 101287854 101322450 GGTTTCTGTTCCCCTTCTTTG GTAGAGCCCGAAGTTCTTGGA
D2 945.0|LOC159291 STS 10 99666091 99755279 GCATGGAGACCCACTACGAG AGCTGACGACCAGTGATGTG
D2 995.7| FCA958 SSR AY434942 GCGTATGTGCTTAAGCTCTTCA TAGCAAATGCGAAGGTCTCC
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D3 0.0]CHFR STS AWB46891 12 133041910 133089157| TTCCAGATGACATGGCAAAC CCCCATGGTCTTTCTCTGTT
D3 32.6|FCA137 SSR AF130539 AGTCCAGAGAACTTCAGATGCC ACTGAGCCCAGCCAGGTAC
D3 47.7|FCA959 SSR  |AY434943 12 125463278 125465480| CTAATGCTGGGGAACAATTAGC CCGACTGACCCAGAATCACT
D3 67.4ATP2A2 STS Z11500 12 110612631 110678314| CAGATGTTGGTGCAATACGG GTCTGTGCAATGCTTGTTGC
D3 81.6| MAPKAPKS STS AW646892 12 112090929 112114081 GGAACTGAGCTTTTCTTACAAACA AAATCCATAATTTCATTTCCACA
D3 108.7|ALDH2 STS AF114704 12 111987198 112030635/ TCCCGCTCCTGATGCAAG CCCCGAGACTTGGCCCG
D3 127.6|FLJ14827 STS  |AW646893 12 113406407 113412972 TCTTGCCACCAAGTGTGACT GTCACCCAGATCCTGTTTCC
D3 151.8{PBP STS AW646894 12 118356776 118366240 CCCTTCAAGAGTCTTTGATGCT GTACCAGGATGGGGTCATCA
D3 171.2JTCF1 STS AF114705 12 121199401 121223165| CCCAGCAGATCCTGTTCC CTCCGTGACAAGGTTGGAG
D3 193.8| FCA200 SSR AF130562 CTCCCAGCCAGAAAGCTG AGCATCTGGTTGGCTCAGTT
D3 205.8|FCA523 SSR  |AF130646 GGTGATGTTTTGACAAATTACC GATCTCAAGTGTTCTTACCACA
D3 208.9|IGLC6 STS Us5410 22 21580600 21580700 CCCGCCCTCCTCTGAGG GCCGCGTACTTGTTGTTGCT
D3 220.3|GNAZ STS 22 21737228 21791772 CGCTCACGGGACATGAC ACAGAAGATGATGGCTGTTACG
D3 241.9|SLC5AL STS AF114706 22 30763813 30831199 TGAAGTGGGAGGTTATGATGC CTGATCTGTGCACCAGTACCAC
D3 258.6| FCA249 SSR  |AF130584 22 30552848 30555021 CCAGAAAGCTATGATTTGGAGA ATCAATACCATTCTTTGCCCC
D3 292.3|FCA960 SSR AY434944 TCAGGCTCTGTGCTGACAGT CCCTTTCAATCAGGAAACCA
D3 318.9|FCA961 SSR (AY434945 CTCGCAGTCGTGAGACTGAG TGCTTAAATGATTGAGCCACC
D3 404.0| FCA962 SSR AY434946 TGCCTACAAAAGACTCACTTCA GCATCAGGCTCTGTGCCT
D3 451.4|FCA963 SSR  |AY434947 18 7741171 7743234 TTCCTCCCTCCAGTTCCC TTCAGCAGAATTCAACTGCG
D3 483.3| FCA964 SSR AY434948 18 10110792 10113453| AAAGTTGTGCGAGAGTTGACG TGCAACTTTTATCACGATGACC
D3 503.5|FCA965 SSR
D3 537.8| FCA966 SSR AY434949 TGCCTCCCCAATATTCTGAG TCACTTCTGCCTCCCACTCT
D3 572.8| FCA967 SSR  |AY434950 CCTCATACATGGATTCATGCC AGGATGGAATAGTCAAGTTGCC
D3 583.8| FCA026 SSR AF130482 GGAGCCCTTAGAGTCATGCA TGTACACGCACCAAAAACAA
D3 615.4) SLC25A1 STS AWB46895 22 17537649 17540897| CGGAGGCAGCTTTGGTAG CGGAGGCAGCTTTGGTAG
D3 692.4 LAMAL STS AW646896 18 6948557 7107815| CAGAAAAGCAAACACCGCTTG AGGCAGTTTTGCTTTACGTCA
D3 709.0| FCA968 SSR  |AY434951 TGTCAATCCAGAAGTGAAGTCC ATCGGTGAGTAGATGCCAGG
D3 736.4 FCA132 SSR AF130535 ATCAAGGCCAACTGTCCG GATGCCTCATTAGAAAAATGGC
D3 745.5|FCA369 SSR TGAAGAGCAGAAATAGCTTCCA TTTTTTGAGGTTTTTTGCAGC
D3 761.8| FCA066 SSR AF130498 GCCCCACATAGATATTTTTACATC GGCCTAGAACCTTGTCCAT
D3 780.7|TYMS STS  |AZ081274 18 970800 1000500 GGGTGTACCCTTCAACATCG AGCTGCAAGGTGAGCAAGTT
D3 805.5|FCA675 SSR AF130691 18 21779040 21781104 CTATTGCTTCCAGCCAGTCC GCCATGGACAAGAGACTGGT
D3 833.2) CDH2 STS 18 25400834 25645400 ACTTACTCAGCTGGTTGC CTGCACTTCTCCATAGAC
D3 882.3| FCA603 SSR AF130672 TAGCAGCATTATGTGGAAATGG CAGCATTAATGCTCTAGCTCCA
D3 1017.2) FCA969 SSR  |AY434952 GATCGTAGATATGACCACGACG CCTTAATAGGGCTGGATGCA
D3 1071.1 FCAG23 SSR AF130676 TTGGTTTCTCTATTGAGAACGG TCACACTCTCTCTCTCTCTCCC
D3 1109.3 MAN2A2 STS AW646898 15 89033388 89051654| GTCATGCCACGGAATTATCC CGTCACTCTGACACCTCACG
D3 1136.5|HSPC154 STS AW646899 18 71600818 71611061] AGCAGAAACACTGTCCACGA AGGAAAGAACACATGGCTCA
D3 1155.8| FCA970 SSR  |AY434953 TCATAATTATATAGAAGATGAAGAT AATTAGGGTGGCAGCTAGGC
D3 1173.0|FCA971 SSR (AY434954 TACCTTTTCCCCCAAAAGCT AAACGAGCCCTGAGTCCTTT
D3 1187.4FCA277 SSR AF130594 CTCCCTCTCTCTCTGCCCTT GAAAACGGCAGAAAAGCAAA
D3 1204.1)RD114-8H STS TGCTGGGACAGCTGGATAG TTAAGGTTTCGATCCATTTTGA
D3 1216.2fMC4R STS 18 57823558 57824556| TTGACTCTGTGATCTGTAGCTCCT AAATGAGACATGAAGCACACA
D3 1223.2)FCA221 SSR AF130572 18 58779155 58782605| CTGGCCCATTAAGCAAGAAG TATGGCTATGCCAGCAGTTG
D3 1253.2) HNRPDL STS AWB46897 4 83736610 83736734| CCACCATGGAGGACATGAAC TCAATTTGCCATCCAGTTTG
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D4 FCA641 AF130680 AATGGGTTGTGAAGTAAAACGG GAAATCAAGAGTCAGATGCCG
D4 FCA742 TCAATGTCTTGACAACGCATAA AGGATTGCATGACCAGGAAC
D4 FCA743 CGACTCACACTCGCTGTCTC CATTTGGTGGAGGTTTTGGT
D4 FCA744 CATTGGGCCTACAGCCTACT TCAACACCCTCACACCAATG
D4 FCA119 AF130528 9 11905550 11905600] AAAAAGGGAAATTTGACAGAAGC GGATTGCTGGCAATCTTTGT
D4 CNTFR AZ081276 9 34902333 CCATCCCCTGTTCTCTCAGT TCACAGATGACCCCTTCCAC
D4 FCA974 AY434955 GCAGTGGAGTTGATGAGAAGC AAAGCCCTGGAGTCATCCTT
D4 LOC259308 9 34710300 34710360 AAACAGGAGGGGACTCCAAG AGACCAACGTTTCCCTCTGA
D4 FCA242 AF130581 ATAGCCAGGCACAGGCTG CTCCCCAGGACATTGTGTCT
D4 KIAA0258 AW646901 9 35739289 35747923 TGGTACCTTCAGGGTTCAGC CCTGCCACTATGAAGGGAAA
D4 VCP AWE46900 9 35046066 35062669| GAGGTGACACAGTGTTGCTG CTGATGACATCCCCTAGATG
D4 FCA975 (AY434956 GCAAAATTCACAAGCATGTACA CTGAAACTAAATTTGCCTTGGG
D4 FCA030 AF130483 9 28797564 28804779 CTGTTGGAACTGGGAGTAAAGG ACACATTTTCTCTGCCCCC
D4 FCA618 GTCGTTCTCTTTCGTTAGTGGG AAAAATTCCAGATTGTGGAACA
D4 IFNB1 UB1267 9 21067106 21067933| CATCCTGTCCTTGAGGCAAT GCAGGCAAGACTTCCTATTTTC
D4 IFN1 AF114696 9 21155637 21431316 CCTCGTCTGCTGCTTGGAAC GGATCTCATGATTTCTGCTCTGAC
D4 FCA976 AY434957 TCCATTTACCTGGGAAATTCC ACCCTCATGTCTTGGCAATC
D4 FCA977 AY434958 GATCTCCAGTGGGACAGTCAG CATCTCCAGAAAGGCGTA
D4 FCA978 AY434959 CCCCTGGTGACCTGACTG GAGCAGGCCCTAAGGCTACT
D4 FCA979 (AY434960 TCTCCAGTGGGACAGTCAGA GTCCTAGGCCAGCCTCTACC
D4 FCA980 AY434961 GATCTCCAGTGGGACAGTCA GACAAGTGACGTGTGCGC
D4 FCA981 AY434962 TCTCCAGTGGGACAGTCAGA AGGACAAGTGACGTGTGCAG
D4 PTGDS D82048 9 133313019 133317257 CCCTGCTCTGCTCTTTCCT GGAGTTTATTCTCAGAGCCAGGT
D4 FCA982 AY434963 AACACCCTGAGGGCTAGGTT TAAGGACCCACAAGAATGACG
D4 SURF4 AW646905 9 129582010 129596640 CAATCGGTAAGGCATCACAA CGCAACCGTGACTTACCACT
D4 PAEP AF073785 9 131976702 131981897| GAGAGGATGACACCCCTTCC AGGGGCTCAGAGCAGGAG
D4 Fc.96704 AWE46904 9 124376305 124379872 AGTGGGGAGTGTCCTGGAAT GGCCACCCTTCTGGTACTTC
D4 CRAT AW646903 9 125310745 125326731|AAGCAGGACTCGGTCATCAG TTCTCCAGCTGCACGAAGAT
D4 0.0| Fc.178009 9 123932028 123947549 CCCACACACACACGCTCA AATAAACTTAGCCATGGGACCAG
D4 FCA983 AY434964 ATTCCCTGCCCCAGCTAC CCTGGGTGTCCTGACCTG
D4 HSPAS 9 121452555 121457019| CTGAAGGGGAGCGTCTGAT CCACCACCACCCACTTTCTA
D4 FCA045 AF130489 TGAAGAAAAGAATCAGGCTGTG GTATGAGCATCTCTGTGTTCGTG
D4 FCA984 (AY434965 9 117412966 117414016| ACAACCCACAAAATATTCCAGG AAGCAGTCTATCTTGGCTCTGG
D4 DBCCR1 AW646902 9 1 1 TCCTCCCACAAGGAAAAATG GGCCTCAGGTGCTGTATTGT
D4 TLR4 ABOG0687 9 113920245 113931714| TGAATGGAAACTACCTCATGTTTT GGAGGTGGTCTCAATCAGGA
D4 FCA650 AF130683 GCACATTGTGACAATACACACG AGGTTTCTAGAAGGTTCCCAGG
D4 FCA746 GCCTCCCAGGATTATTTCAA TGCGGTAAGGTGTTTCAAAG
D4 AMBP 9 110276071 110294376 AGTGTCTGCAGACCTGCCG AGTAGAACTTGTTGCCGTTGCC
D4 FCA985 AY434966 CTGTCCTCAGAGAAGGTGCC GCCTTTCTTTGTTTTCTTGGG
D4 FCA134 AF130537 CCTGGGAAGTTGGGTTCC CCCATAAATTGCAGGCATG
D4 TXN AZ081277 9 106463545 106476345| GCTGGACAATAGGAAAACACG CCCTGAAGGCTGAGGTACAA
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E1l 0.0 FCA986 SSR AY434967 17 14250490 14251890 CCAAATGTCCAACAAGCATG ATGATGTGGTTTTTCCTGTGG
E1 44.7)FCA987 SSR AY434968 17 14427690 14430090] TGAGAAGGAGAGTGCACTTCTG AGAGGCCCTGGAAATCAACT
El 76.3UBB STS 17 16227201 16235935| TAAACTGGGGCAAATGGCTA CCAGAAAGAGTCCACTCTCCA
ELl 92.2JULK2 STS AW646906 17 19581985 19675749| GGTTCGAACTGAGAGCCAAG CCTGGTGACTACCAAAGACCA
E1l 100.4{FCA140 SSR AF130541 17 18934190 18934190|AACTGTCCCTCCTGGTTCCT AAAGAAAAGTTCCCGGAATAGG
E1 bin: LOD 2.70|PEMT STS AW646907 17 17351932 17428748| GCGAGATGGGAACAGAGAAC GACGTTCAGGAGCAAAATGG
El 187.6|RCV1 STS 17 9744083 9751740 TGGTACCAGTCCTTCCTGA GCACTTCATTCTTGCTGATGG
ELl 241.7)TPS3 STS D26608 17 7514526 7533733| CGCCATAAAAAGCCAATGTT CAAGGGTGAGGGTGTCAGTT
E1l 0.0 FCA988 SSR AY434969 ACAGAGTGAAGCCTGCTTGG CCACTGCTAGCTCCAGGATG
E1 18.5|HIC1 STS AW646908 17 1910774 1912939| CAGGGTCCTTGGTTACTGCT GGCTGGAACGTGGTCTCTT
El 29.7|CRK STS 17 1275985 1276187 TCATTGCCTGCTTTACTGGA CAATCAGAGCCGATACTGAGG
ELl 31.6|PITPN STS 17 1373378 1416911|CTTTTTGCAAGACAGTGGTC CACCAGACGGTCTATTTGTTCA
E1l 68.2] CRYBAL STS AF114707 17 27425744 27433370l AGGAGAGTACCCTCGCTGG CTGTATACCCTCTCTTACCG
E1 77.8|F124 SSR AF130531 TGCTGGGTATGAAGCCTACT ATTGCCTCAACTACCTAGGC
El 95.6| Fc.207471 STS 17 26882361 26890752| CCGATCAATAAGCCCAAGAG TTCCTGGGCAATGAAGACTC
ELl 121.0|NF1 STS Us2189 17 29271863 29551562 TTGGCACGTAAGACAAGCAA TTTGTCAGAACTTCCCATAAATGT
E1l 141.3{Fc.8179 STS AWB646909 17 30028774 30036202| CCTCCTGACACAGACACGAA TGAGGACACATTCCCAGTGA
E1 163.2|Fc.3447 STS AW646910 17 31103744 31120785 CAAGCCTGTGTCAGAAACCA ACCTCAAGGACTGGGTGGAT
El 184.2) FCA005 SSR  |AF130474 17 1826 1829 CCTAAGGAAACAGTAATCCTGGC TGGCAGGCATACCAGGAT
ELl 237.2) FCA989 SSR AY434970 17 32310654 32312773 TGTCACTAATCTGCACCAAACC CAAGGACTAGCCAGGAGGC
E1l 366.8| FCA082 SSR AF130510 17 59302455 59679495| TCCCTTGGGACTAACCTGTG AAGGTGTGAAGCTTCCGAAA
E1 376.2) SUPT4H1 STS AW646911 17 56764618 56771805 TGCTGTTCATTTGTCGGAAA TTTTCCCCCACCTTGATACC
El 379.3MTMR4 STS  |AW646912 17 56908976 56937272 CATGTCTGTGGTTGGGACAG TTCACCTTTTATACACCAATGGA
ELl 411.4FCA567 SSR AF130661 TCAGGGTTTTCCAGAGAAACA TAGACACATACAGATGGGGTGC
E1l 460.1) FCA050 SSR AF130491 CACCCAGGCGCCCTATATAA CCCTGCTTGCTCTCTGTCTC
E1 502.8| FCA990 SSR AY434971 17 40319759 40322059 AAAAATTTTCTTTTCTAGGAAGATTCA TGACCCTACAACCCTGGAAC
El 508.3 BRCAL STS  |AF284018 17 41105076 41186168| CTGGAGCCAAGAAGCGTAAC TCAGACACGTGAATCGTTCC
ELl 508.3|STAT5B STS AW646914 17 40261341 40261511| CTCTGGCGAGGACGAAGA GACCTATGGACAGTCAGTGGA
E1l 508.3| FCA991 SSR AY434972 AGGGCTCATAAACCATGCAG ACAACAATGCCTGGCACATA
E1 511.4FCA298 SSR AF130600 CCCCCTATGTGCTTCACAAT TCCCCAGCTTATGCTCTCTC
El 520.0|CSF3 STS | Y08558 17 38082011 38084403| GCTATCAACATCTGGCAGCA GATTTTCAGGGCTTGGTGAA
ELl 534.5|SGCA STS AW646913 17 48595174 48595350 GGCTCCTTTTATTTCCACTGC GGGCACAAGCGACTAAACA
E1l 556.0|HOXB STS 17 46948725 47034639 CCATTAAAAACGGAGTGCGT CTCTGACTACCACCCCTTTCC
E1 573.5|FCA992 SSR AY434973 17 AAGGCCTGGCTTAGACCCTA TCTGACCTTCCAGCACAGTG
El 593.5MYL4 STS 17 45619891 45647130|AAGGAGCAGGGCACCTATG AGACAGGGCCTGAATCAGGA
ELl 607.1) FCA993 SSR AY434974 TCACTGTTCTGGCTTTCGG CGGATGTCTCCATTTCTCTAGG
E1l 617.7)FLI31795 STS AWB46915 17 42765590 42777895 CATTGCAGAGTGCTTTTGTCC TCTGATTACCCACACCACACA
E1 631.9|HIS1 STS AW646916 17 43236862 43240489 GGACAGTTTTCAATTCGCTGA AGGCACTAAGCAGGCACACT
El 634.2|Fc.182584 STS  |AW646917 17 42293302 42293419 AAGACATTCCCTCCCACCTC GGATGGTTGGAGTCAGAGGA
ELl 675.6|GHI STS AZ081278 17 62335374 62336987| GCTCTGCCTGCCCTGG CGAACACCAGGCTGTTGG
E1l 709.4|Fc.19235 STS AW646918 17 62457341 62457741 GCCATCATGAATCAGCAGAA TTAAAGGGCGAATGATTTGG
E1 721.3SCN4A STS AZ081279 17 62356699 62391090 CTCAAGGTGGACATCCTGTACAA GTGGGTGTAAGTGTGCGTGT
El 733.0|DDX5 STS  |AW646919 17 6291 GCCTCCAGAGGGCTAGGTTA TGCCTAGGCCTTGCCAAA
ELl 752.0|FCA312 SSR 17 65317276 65319447| GAAGCACCATCAGCCCAC TTGGCATTTGGAGTGTATATGC
E1l 785.4|SSTR2 STS 17 71625675 71632575 CCCTTCTACATATTCAATGTCTCC AGACAAGAAGGCATACAGGATA
E1 811.9|H3F3B STS AW646920 17 74237654 74239992| TGCATGCATCATGAGAAGCAAGAAA CCTCAGTGATGTGAGCACTGTT
El 876.6| TK1 STS 17 76631337 76631608| GCTGGATGGGACCTTCCAGA GGCTTCTCGGAAGCACTCCA
ELl 979.3]ACTG1 STS AW646921 17 80049959 80050106| CTGGGGCCTAATGTTCTCAC TTGGAAAACGGTTTGCATTT
E1l 1020.1 PDE6G STS AJ417434 17 80177485 80183558 ATCTGGTGGTGAGGAAAAGC GGAGGTCAAGTTTCCTGCTG
E1 1034.8| P4HB STS AZ081280 17 80336856 80354230 CCTGGAGGAGGAGATGACC TGCTCCTGGCTCATCAGG
El 1046.3| FCA113 SSR  |AF130526 TGGGACGTCATTGCTCCT CCCACATTGGGCATAGAAAT
ELl 1066.5 FCA994 SSR AY434975 ACTTGACTGAACCACCCAGG GTGCTTTACCATTTCAAAGGG
E1l bin: LOD 0.86| FCA995 SSR AY434976 TTTCGATGGTTCCTGACTTACA GAATGATGAACCTGGGCG
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E2 0.0 FCA070 SSR AF130501 TCCACCCTGAGTACTTCCTCC GATCCCAGATATGTGAATGTGA
E2 24.4|PRKCG STS 19 59061575 59086387| CCGTAACCTAATTCCTATGGACC ATTCCACACAGGGTTTAGCG
E2 42.0] TNN13 STS  |AW646748 19 60339628 60354022| GGGCACTAGGGCTAAGGAGT GCCCTCAAACTTTTTCTTGC
E2 62.5|FCA589 SSR AF130668 TGGGACCCCCAAAACTAAG AATCATTACGGATATGGAAACA
E2 86.1|ZNF134 STS AWB646922 19 62808843 62808963| TCCTGAATTGAATGGGGTTC CACATGAGGCCAACAATGTC
E2 161.4FCA996 SSR AY434977 19 51153946 51156008 CCAGGACACCCACAGTCAC TGCATGAAACCCTGTGATGT
E2 180.6|NUP62 STS  |AW646923 19 55056218 55108809 TTTCAGACAGTGCAGCGAAC CTGAACTTGACCGACGCTAA
E2 184.9| FCA997 SSR AY434978 GTCCCTCACCTTTGTAAACTGC GGGTGGCTTAGTGGATTAAGC
E2 185.6|C3 STS AW646924 19 6617715 6660660] GGGGTACATGCAGGTGTTCT GATCCTCCCACTCAAAGCTG
E2 190.6{LOC163223 STS AW646925 19 22153700 22155800l GCCCGTCAACTGTGAGTTTT ATGTGGGGAGACCTTCAATG
E2 194.3] FCA998 SSR  |AY434979 AGCGACCCTAATTCCAGAGG TCGATCACGTGA
E2 201.4|LHB STS AF095716 19 54195258 54196368 TGTGTCACCTTCACCACCAC CACAGTCGGAGCTGCTGAG
E2 bin: LOD 0.02|FLJ22059 STS AW646926 19 47256381 47261749 CTGTTCCATCTTGGGACCAC CGTTGCTGAAGAACCTCCTC
E2 226.9|PAFAH1B3 STS AW646928 19 47477234] 47483747| GGGGAAGAAGGATGCTTAGG ACGATTACCTGCATCTGAGC
E2 bin: LOD 1.71|LOC56269 STS  |AW646927 19 48899809 48900109| TTGTCAAGGCTTGGTTTGTG CGGCCTGCTCCTCAAGTAT
E2 270.0|PSMD8 STS AW646929 19 43541027 43550512 TCCTCCCACAAGGAAAAATG AAACCTCCTCCCCGACTTAC
E2 291.8|FCA999 SSR (AY434980 19 42016741 42018845| CCATACCCACAGTTCAGCAA TGTAGCGTTCTTTGACCGC
E2 300.4| FCA309 SSR AF130603 19 42814620 42816666| AGAGATGGGCTCAGTTGCAT CTGGTTACCCCGAATTCTCA
E2 303.6|FCA1000 SSR  |AY434981 ACTGAGCCACCGAGATGC TTCTGGCCAGAGATTTTAGTTG
E2 318.2)ETV2 STS AF012094 19 40810594 40811805|AGCTGTGGCAGTTTCTTCTG CGGCTCAGCTTCTCGTAG
E2 327.7|FCA1001 SSR AY434982 ACATTGATTTCCAACGTGCA GAAGGATTGCTTCCTGAAACC
E2 337.0]ATP4A STS AW646930 19 40717148 40730610 GGAACAGAAGAGGGGTCGTC GGAACAGAAGAGGGGTCGTC
E2 353.7|FCAS31 SSR  |AF130648 AAGTTGTGAGCAAACTCAACCA TTGGACATCTTGCCTTTTATCA
E2 363.1) FCA1002 SSR AY434983 19 37296253 37298467| CAGACGTCATTTGGCTCTCA AGTTCCAGTACACCTGCATGG
E2 389.3|UQCRFS1 STS AW646931 19 34374288 34380093| TCAAAGACACTGTTCCTTTTAAGTC TGTATTTGCAAACATTTATGTGAAG
E2 431.5|PHKB STS AW646749 16 47235351 47474568 GGTTAACAGTCCATACTTCTGAAAAA GTGCTGACTTTAGGGGTTGG
E2 459.3|FCA665 SSR AACCTGCCTGAGCCAGTG TCGGAGAAAATTTCCAGGGGCT
E2 481.3|FCA1003 SSR AY434984 AGGACTCGGTAGTGAGGCAA GGCACACAGTTTGTCAATGG
E2 493.2) FCA1004 SSR (AY434985 16 55733181 55735276| ACCTTCTCTGACCTCTCCTGC GAGCAAGGCAAGACCTTCC
E2 510.3|Fc.4288 STS AW646932 16 57333853 57335723| GGCAGGATTCTTTGAGTTGC CCAGCTGGACCCTAAGGACT
E2 541.3) FCA096 SSR  |AF130519 CACGCCAAACTCTATGCTGA CAATGTGCCGTCCAAGAAC
E2 563.7| FCA1005 SSR (AY434986 GACCTTGGTGTTAGACCATGC TGAAATCATTGCCAAGACCA
E2 bin: LOD 0.02| FCA1006 SSR AY434987 16 64972778 64975928 CTACTCTGCCAGGCACTATGC CTCCTTGTAGTTCCTGGATTGG
E2 573.3|FCA1007 SSR AY434988 16 65165422 65167470 TTGACAGCAGCCAAGAAATG CTGAGTAACATTCCATTGTGGG
E2 573.3| FCA1008 SSR
E2 580.6| TRADD STS AW646934 16 GACACAGCAAGTGCTTAATGA ACAGAGTGCATGGGTGACCT
E2 580.6| FCA1009 SSR (AY434989 16 67019328 67020178| ATTGGATGCCAACTCCTTTG GAAGGTATTCCAATCTCTCCCC
E2 583.6| FCA075 SSR AF130504 16 65317228 65317428 ATGCTAATCAGTGGCATTTGG GAACAAAAATTCCAGACGTGC
E2 587.9|FCA1010 SSR  |AY434990 16 66286578 66287708| AGCTGAACTTGGAAGGCAAA CTGCCCGATTGGTGTTATCT
E2 600.3} STS AW646933 ACAACTGATGGGGCATGTTT GTGTTTTGGGGGAACCATC
E2 615.1) FCA085 SSR AF130513 16 72491055 72493154 CTGTACATTTCTCTTCCCATTGC CCCCTACTGGGTGCACTG
E2 627.4 FCA032 SSR AF130485 GGCAATTCATGGTAGAGAAAAA CAAGAGTGCATTGGGCAGTA
E2 636.9|FCA1011 SSR  |AY434991 TCTCCTTTTTTTAAAGGCTGAA TAGCCAAGATTTGAAAACCATC
E2 649.3|FCA1012 SSR AY434992 GCACTCCGGCTCAAAGATAG TAGTTCTGGTTGACCCCAGG
E2 bin: LOD 0.02| FCA1013 SSR AY434993 GCCGAAATCGAGAGTCAGAC TGGAGAGATTCCCACAGTCC
E2 698.3| FCA586 SSR CATGACAAATGCTGAGAATGG TGTATCTGGAAAGACAGAGCCT
E2 726.2lMC1R STS  |AY237395 16 89688677| TTCATCGCCTACTACGATCACA CCCCAGCAGAGAAAGAAAATG
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E3 0.0]FLJ12566 STS AW646935 7 4840400 4840520 ATGCTACGAGGAGGACCAGA TGTGATTTCTAATTGGATCAGACG
E3 40.0|GNB2 STS 7 99868756 99874386| AGTACACTGGGGTGGCTCTG GCCCTGTGCTTCAGTCCTAA
E3 bin: LOD 0.62|EPO STS  |L10606 7 99916018 99918916 CCGAAGAGGAGACAGGTGAC GACAGGGGTCAGGAGTGGT
E3 bin: LOD 0.78| FCA466 SSR TGCAAATGGCAGGGTTTC GATCAAGAAAATGTACACACG
E3 61.7|MCM7 STS AW646936 7 99287685 99297030 CCTGCCAGACGTTTAACTCC AGTGTCCGGTTTTCAGAAGC
E3 77.8|ACHE STS AF053485 7 100085213 100091187| GGTGGATGGAGACTTCCTCA AGAAAATGCACCCACGTTTC
E3 97.1{CUTLL STS  |AC092732/30 7 101005619 101473628 AATGCCATTTGGAGCATTTC TTCCTGGAAATTCCTGTTGC
E3 106.14PMS2L11 STS AW646937 7 75079198 75080498 GGAGAAACTGTCCGTGGTGT TCCTTGTTCCCATTGCAGTA
E3 109.3|MDH2 STS 7 75275656 75295091| ACGCCAGAAACCTGAGGTAA AGAAATCCGTGTCCTCGTTG
E3 118.8/ZP3 STS D45068 7 75625155 75669671|CTCTGTGATGGTGGGCATAG GAAGCAGACACAGGGCAGAT
E3 140.8| FCA628 SSR  |AF130678 CCCCTGCTCATTCTCTCTCA GTGCCTGGCACAGCATAAG
E3 147.6|NPD0O07 STS AW646938 7 75106553 75116526| ACGCTGGCATGAAAAGAAAG CGTGGGCTCAGGTGTAGGTA
E3 159.3|BCL7B STS AC091696 7 72348981 72370619 CGTTTCCTCAATCTGGCCTA TGCTCCTGTTGTACCCTGTG
E3 166.3|BAZ1B STS AC091696 7 71886448 72026348| TGGCAATCTCTGCCATAGTG TCACAACAAACCCCAAGTGA
E3 180.6| FCA1014 SSR  |AY434994 7 72666798 72666848| AAGTCCACTGGGCAAGACC AATGTTAACCGCAGTGGGAC
E3 202.4ELN STS 7 72840742 72882302 TGAGTGCCAGTACCAAGCTG GCTCTCTGAGGTCCCATGTC
E3 219.0|GTF2IRD1 STS AC091543 7 73266415 73415206| TGTGGCCAGTTATGCAATTC GAGGCTGACTGGATGGTGTC
E3 247.1JFCA004 SSR AF130473 TCTAAGTGCATTTTGGGATGG ACTTAACCGACTGAGCCACC
E3 321.7/GUSB STS  |AF012423 7 64823489 64845010 TGCTGACAAGAGCAGATAGCA GCACCTCTGACATTCCCTTC
E3 362.0|RNF6 STS AW646939 13 25636253 25726513 TCGGCTTATATTTCGGACCA TAACCCACGTCTGTGGAAGG
E3 374.0|MVP STS AWB646940 16 29829714 29857874 GGAGCAGCGGTCAGTATTTC GGAGCAGCGGTCAGTATTTC
E3 430.3|FCAO31 SSR AF130484 GCCAGGGACCTTTAGTTAGATT GCCCTTGGAACTATTAAAACCA
E3 460.9| Fc.28607 STS  |AW646941 16 20863055 20863135| CAGCAGCTGGCTGATTTCTT GGCCAAGGCCTGTAGAAGG
E3 470.6|ZP2 STS D45067 16 21136211 21150306| TGGTGGACTCAAAAGGGTATG CTGTTCTTGCGCAGGTAGGT
E3 512.7|FCA1015 SSR AY434995 GAGAATCCCCAGAGTTTCTGG CAACCTTGGTTGTGCATTTG
E3 528.5|PRM1 STS AW646942 16 11341131 11341280]AGGTGGCATTGTTCGTTAGC TGGGGAGGTGTAGGAGAAGA
E3 552.9|PM5 STS  |AW646751 16 14854857 14893512 AGATACAGGCTGTGCGGTTT CAGCGCTCGTTTGTGAGAAT
E3 587.3|FCA476 SSR AF130630 GACCTTGGAAGGAAAGGAGG CCCTTTTCTCCATGTTGTTACT
E3 611.5|PKD1 STS 16 2079409 2079658| GGTGTGATGTGGCTCCTCTC ACATCCCACTCACCTTGAGC
E3 633.1)NY-CO-7 STS AW646752 16 672593 672746| GGGCTCACAGATTTTATTACAGG ACCTGTCTGGGCCAAAAAC
E3 662.9| ZNF263 STS  |AW646943 16 3333772 3341739| CACACTGAAAGAGATGCAACG TTGCTGTGCAAAATGAGGTC
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F1 0.0|FCA1016 SSR (AY434996 TGGTGACAGAGCATCTGCTC AAACGTTTGAAAGGTGTGCC
F1 55.5|CD3Z STS CC596509 1 164095901 164183913| GTCCCCAACAAACCAGAAGA ATTTGGTCACGTCCATTTCC
Fl 89.4{Fc.97375 STS  |AW646945 1 168911153 168911303| GGATCCAAATGTGATCTCAGC GCACTTGGCCTCAGAAAGAC
F1 106.8|KIAA1096 STS AW646944 1 168035475 168143428| CCTTAGGAAGGAAGCCTGGT GTTCCCAAAAGGAGACCACA
F1 127.1) FCA344 SSR AF130613 CCAGAAATGCACATCCTTACC GATCAATGACACTGAGCAGGA
F1 171.2|FCA1017 SSR AY434997 CATTAAGAATAATTCATCCATTAAGAA CACAGAAACGGAGACAGACG
Fl 211.6|SERPINCL STS  |AZ081281 1 170453816 170467364| TGGAGACAAATCCCTTACCTTC ATTCGGCCTTCGGTCTTATT
F1 235.0|LAMC1 STS 1 179512811 179634985| ACGAACCCAAAGTTCTCAAGTC TGTCCTATGCTTCCATGGTG
F1 245.4)Fc.112017 STS AWB46947 1 179389277 179392477| CCATTTCTGTGGGATATGAGA GCAGAAGCCTTCAACAAAGG
F1 272.3|FCA1018 SSR AY434998 CATCACGGTCTCGGGAAC CGTTGTTTCTTGTGTCGGG
Fl 299.3|KIAAD475 STS  |AW646946 1 175575898 175604642 TGCATATCTGGCTTGTTTGG AGGAGGTGTGGGAACCAGTA
F1 320.9|PDC1 STS L35314 1 182932583 182950099| CTAATCCACCGGGACAAAGA CACAGCCTTAATGCCATCT
F1 342.2)FCA1019 SSR AY434999 GATCCTGAAACTATACACAGAATTT AGTGAGCATCCCACGTTAGC
F1 357.2)FCA1020 SSR AY435000 GAGCCCCTGCTATCATTCAA CCCTTCCCAGTTCGTGTG
Fl 360.1)FCA1021 SSR  |AY435001 1 210818617 210818867| TTAGAGGAATCATGTGCACACC TACACAGCGAGTCATTTTCTGG
F1 370.8| FCA1022 SSR (AY435002 CTAGTTCCAGCCTCCAGCAC CTGCCCTTGGGAGTTCCT
F1 373.4FCA1023 SSR (AY435003 TGTACACAGGGGCAACTTAGG TCAGGGCTCTCACTTCCCTA
F1 384.2) FCA1024 SSR AY435004 GGCAGCGTGCATGGGCTTC GCACCGCATGCAAGGAACAA
Fl 393.6| FCA223 SSR  |AF130573 CTGGGCACTAGGTGTGCAC GGTCTTGGATTAGAACCGAGG
F1 395.6| FCA1025 SSR (AY435005 AAAGGACCTCAGCACCTTCA TAGGCCCCTCTCACTTTGTG
F1 404.0|IRF6 STS AF459808 1 206600217 206600317| GGGTTCTGTTGGACGTCACT GCCACCAGCTTATCCTTATCC
F1 408.0| FCA1026 SSR AY435006 1 204715917 204715967 CCCTTTTCTGGTTTGAAGTCC CAAAACACATGTTTTGCATGC
Fl 408.0(IL10 STS  |U39569 1 203584364 203589226|ATCTGAAACATGGTGGGGAA TCCAAGGAGCTGTTTGGTTC
F1 429.7|FCA1027 SSR (AY435007 CAGAGACCTGTGTCCTCTGATG ACAGGGAGAGGAAGACAGACTG
F1 440.5| TNNT2 STS AF220219 1 197794598 197808915|AGGTCCTTCCTTTCTTTACCC GTCAGAAGGGGGACACAGG
F1 461.7|LOC51706 STS AW646948 1 1 199397048 TCCCACAAGCCTTTCTTTTG TCCCACAAGCCTTTCTTTTG
Fl 474.8|FCA1028 SSR  |AY435008 ACACTCTCTAGGCCTCATCTCG CTTCTCTTCATTACAGCACGTG
F1 495.0|FCA191 SSR AF130560 TCCTGTTCCTATTCACCCTACA GCATGGCACTTTTGTTGAGA
F1 529.2) FCA120 SSR AF130529 CCTCCTGTCCTTTTCCATCA CTCCTCACTGAATTTTTGAGCA
F1 570.7|FCA1029 SSR AY435009 TCCAGAGGGTGCTGAGAAGT GGTTCATAGTTCCTCCAAGTGC
Fl 604.7|RPS27 STS  |AW646950 1 150738543 150739928 GGGGTGCTACAAAATCACCA CTCAGGGTGCGTTTAGTGCT
F1 613.0|GBA STS U85409 1 151982117 151992323| AAAAGCTTCGGCTACAGCTC CTGCTGGCAAGACTTAGCTC
F1 618.4PKLR STS Us2191 1 152037504 152049085| CTCTTCTCCAGCCTGCCTCT TTTGAGCCAGGAAAACCTTC
F1 621.1JCCT3 STS AW646949 1 153056634 153085970 ATTACGTGTCAGCGCCTTTT GAAGAAGGGTGACGACCAGA
Fl 635.5|FCA1030 SSR  |AY435010 CTGCAATTGATTGCAGTGCT CCCACAGCCAGAAGAACCT
F1 638.0|FCGR3A STS AB025315 1 158289045 158297247| CACAGTGGCTCCTACTTCTGC TGATGTTCACAGCCTCTGATG
F1 644.6|FCA1031 SSR AY435011 1 161578555 161580755| GAGCTGGAAATCGTCCTCTG TCGTGACCTGGCTGAAGTC
F1 656.6| FCA1032 SSR AY435012 CTGGGGCCTCAGTTTACTCA CTCGGCATGCAGTCATTTTA
Fl 664.9|FCA1033 SSR  |AY435013 1 159857655 CCGTCTTTTTGCCAAGTTGT CTTCGTTTCCCAATCCCC
F1 693.5|FCA1034 SSR AY435014 1 CCAGCAAACGGTAACTTTC GATCCTTAATTAGTCTCTCAATCTCA
F1 726.2) TGFB2 STS AZ081282 1 215123128 215219029 TCGTGGCTCCAAGAAAACTT TCGAGAGTCAACGTCCAATG
F1 783.8| FCA1035 SSR AY435015 TGGGTGCATACAAATTTAGGA TCAGACAATATACACTTCGGGA
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F2 0.0|FCA136 SSR AF130538 GAATGACATCGCCAATGAAA CCCCCCCAAAACTGATACTT
F2 63.4|KIAADO203 STS AW646951 8 53258204 53350176| AAACCTGAAACAAGCCTCCTC TCTGTACAATAGAATTGTGTAAACTCG
F2 bin: LOD 0.17|MOS STS 8 56748686 56749726 CTGGGAGCAGGTGTGCTT GTTGAGCTCAGCCCAGAAAC
F2 105.6|PENK STS U24247 8 57076702 57082447| ATTCCTCAAGATGGCACCAG ATGAAGCCCCCGTATCTCTT
F2 145.9| FCA1036 SSR AY435016 CTCTGCATCAGTGCCGTG TGTTTTGCTTCTAAAATGCAGG
F2 182.0|FCA220 SSR AF130571 8 65228774 65230824 CGATGGAAATTGTATCCATGG GAATGAAGGCAGTCACAAACTG
F2 199.5{ FCA502 SSR  |AF130638 TCTCTGAAGTGGTTACAAAGGA ATGAGCAAAGTTATGTTTGACA
F2 214.0|CRH STS 8 66811804 66814009 CAGAGGCGATCCGAGGAA TGCTGCGCTAACTGCTCA
F2 239.4|FCA294 SSR AF130599 8 73434574 73436724| GGTGTTTTTACTCAAGGCTTGG ATGACACCATGTTTCTGCCA
F2 244.7|FCA672 SSR AF130689 8 73317624 73319824| AAGTTGCTTGCACACACTGC TCCAAGAGCCTTTTCAGTTAGG
F2 261.9|FCA1037 SSR  |AY435017 8 80990282 80992470| GCTCTGCAACTACAATTCATGC GGGAAAAAACCAAACCCAGT
F2 268.6| FCAG02 SSR AF130671 ATCATGGCCTGAGCTGAAGT TGTATGTGAAGCCACCAACG
F2 289.2) FCA1038 SSR AY435018 8 79746382 79748832 ATCCCTAAAATTCTTCTGCACA TGCCCTACAAACAACCACAA
F2 317.3|FCA350 SSR AF130617 TCAAAATCTTTTTGATGGTTGA CTATGAAAGAGCCCAAGTGTCC
F2 363.8|FCA170 SSR  |AF130552 CAAGGCGTTTGGTATTTTGG TTTACAGTCTCCCTCCTGATGC
F2 388.7| FCA1039 SSR AY435019 8 96696060 96698110 AACAGCCTTAGGTCTGGCAA GATCAGCTCTGGCTCACATATT
F2 423.3|FCA1040 SSR (AY435020 8 GAGCATTCTTCTGTGGAT CCTGTTCTGCACCAAAGGTT
F2 433.0|FCA1041 SSR AY435021 CTCATCCTGAGCAGTGACCA TCAGTTCTCCCGAAGCACTT
F2 456.4| FCA1042 SSR  |AY435022 8 104300210 104302310| TGTTCCTTCACTGCCAGATG GAGTCTTAAGCAGGTTCCATGC
F2 468.8| FCA506 SSR AF130639 8 107513510 107515610| AATGACACCAAGCTGTTGTCC AGAATGTTCTCTCCGCGTGT
F2 483.6|DC6 STS AWB646952 8 110015363 110026972| AACCAAGTGGGGCAAGATTT ACCAAAGCTGAGCCAGAAAA
F2 513.4|FCA094 SSR AF130518 TCAAGCCCCATTTTACCTTC CACCTGAGCCAAAGGCTATC
F2 bin: LOD 0.24|FCA1043 SSR  |AY435023 8 121976010 121978110 GACTGAGAATTGCTTGTTGGTG CCATATTTGGCAATGATGACC
F2 550.3| FCA1044 SSR AY435024 CCTCATTCCCTGATACGCAT TGGGTAATTTTGGTAGTCTCCG
F2 562.7|FCA1045 SSR AY435025 8 124802571 124804852| GCTGGATTCTGGGCAGTAAA GCATCAAAGCAAAGTTGATGA
F2 572.7|FCA1046 SSR AY435026 TGGTTATCCTCTACTGTTGGGG TGAGAGTTGCCATCTGTGTACA
F2 588.0| FCA748 SSR 8 118845920 118848977| CCCACAATACCACTATGCTTCA TTAGAGACTTTCCTTTGGTCTTTG
F2 609.3|MYC STS M15078 8 128418563 128424554 TACCCTCTCAACGACAGCAG GGGCTGTGAGGAGGTTTG
F2 613.2)FCA111l SSR AF130525 CTTGAGAAAGAGAGAAAGAGAGGG GCCTCCTATCAGTATGGAGCC
F2 624.4 FCA750 SSR TTGGCCATGAGTTCAAGGTT TTCTGTTTAAGGCAGTGTTTGC
F2 628.0| FCA1047 SSR  |AY435027 8 134537120 134539163| CTCCCATGACACACGTCATC CTGCCCTAGCATCTTTCCAG
F2 630.3| FCA749 SSR CTGGGGGAGGAGCTTACTTA GATTTGAAAGAGGCCAGCAG
F2 630.3| TG STS AF071756 8 133550088 133817997| CAGAGCCTCAACGAGATTCC CTGAGCCCAGCAGACTGAG
F2 637.8| FCA1048 SSR AY435028 CAGCCAACACCGAAAACC CCCTCCTGAAGCCTGCTC
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X 0.0 FCA1049 SSR AY435029 CCAGAAGGATTAGGCAGCTG CTGAGCTGGACTCTGCACTG
X 99.9| FCA478 SSR AF130632 TATATGTATGTGCGCGTGTACC GATCGTGGTTTTTTGACACTTG
X 120.8| Fc.estTGF10 STS X 16064738 16089692| TTGCATATCTGGGAACAGCA TCCCCGTTTTAAAATGCAAG
X 130.8{ FCA240 SSR AF130580 TCTTTAAGATGGCCGGACTG TCCCCTCAAATATGCAAAGG
X 140.1J AMELX STS AF114709 X 10607902 10615250] TTCCCATTACCAGCTTCCTG CCCCAACTTTTACAGGCTGA
X 169.2| PHKA2 STS AF197961 X 18112927 18204321| G TGGCAACATCCAGGAAAGT ACAAGCACAGGTGTGAATCAG
X 189.7)ZFX STS X 23369816 23434575| TGGCCCAGATGGACATCC AATGCTTTCCGGACTCATCG
X 201.4|EIF2S3 STS X 29435728 29440260 unpublished data unpublished data
X 211.2)MAGEB2 STS AY052501 X 28733179 28737711 | TTAGCGATGTGAAAGAATCTCA TTGAGCAAACTTGAAGTCTAAATCTC
X 220.9|FCA1050 SSR AY435030 AAACCGAACATCAGCCATTT ATGTCCTTACTCTTTGCCAGG
X 228.3MAGEB3 STS  |AF325359 X 29450607 29457683| CTGCAATTGCCATCTTTTTG CAGAAGAGCAGAGTACATGGAA
X 261.5/DMD STS AF197958 X 30339399 32559780| AAGTGGAAATGTTGCCAAGG CACACACACACACACGCATT
X 279.9|0TC STS X 37053547 37125257| GAGGTATGGCCCTTATATGTAAAGTT TGTAATTAACACGTTGCCTCCA
X 286.9|DFFR STS AF197970 X 39827422 39936785| CTGTTAATTCTTAAGCAAGAAAC TTGCAGAGTGCAATGGGTAG
X 290.7|Fc.estTEB11 STS X CAACCAGAACCGGAGCAT CTGGTCCTGGGAGCTTCAC
X bin: LOD 2.58| DBX STS AF197969 X 40037250 40068323| CAGATTCTCAGATGTTTGTTGC ACATGTTTGAGGATAGCAATGT
X 316.5|MAOA STS AF197960 X 42360181 42430386 GGCACTACTCGGATATTCTC ACTTGACCAGATCCACCTAC
X 334.6|PCTK1 STS AW646954 X 45914482 45914590 GCCTTCGGTCTTCGTCAAT CAGCATGAGTCAGGCAGGTA
X bin: LOD 0.05 |UTX STS  |AF197965 X 43559086 43771798| GACGAATCCTAGCAACCAGC -CCTGAGTGTCATGGGGAAAC
X bin: LOD 2.12|UBE1X STS AF114711 X 45879624 45900855| GCACGGGGATCTCAGAAGA AATGCCACAGGTAAAGGAGA
X 374.9|ARAF1 STS AF197956 X 46246836 46257634 GGACCTCAGCAAAATCTCCA GCCTAATGGGGAAGTACATC
X 394.5|FLJ10628 STS X 49917720 49917856 GGCTGTCCGAGAGGTGTTC ACCGAATCTTCCCAATCCTC
X 407.9|SMCX STS |AF197964 X 51860958 51894109| CCCCCACACTAGATGCAGAT TCTCTTCCCAGACCTCTCCA
X 415.4 ALAS2 STS X 53653050 CAGAAACAAGGCCCCTGTAA CCTCCCAGACTTTCTCAGCA
X 458.9|FCAB51 SSR AF130684 CAGGGGCCCTGATTTCTAG GGCCTACAAATTGGCAAAGA
X 548.2)IL2RG STS X AGCTCTGAGCCCCATCC CCCTCTTCCCTTCTCATACCA
X 564.4 RPS4X STS  |AF114710 X 69725120 69730364| TGATGGCAAGGTCCGAACTG TGGTGTCATAGATCAGGCGG
X 579.1yXIST STS AF197966 X 71260866 71261050 TGTTCCAGGCCAATGAGAAG CACTCTGTCCCAGGACCAAT
X 591.1 ATP7 STS AF197957 X 75207369 75347151 CTCTCAAGGTCTCTGGAGAA CATCAAATCCCATGTCTTCTAT
X 603.3|FCA018 SSR AF130480 CCCGGATATGGGTTTTTCAT ATCCCAAAAACAACAGACAACA
X 660.2|BTK STS  |uU82179 X 98640164 98676911 AACACAAATCCTGTCTCCATCA TTCAGTCAgcagtggagctg
X 670.5|PLP STS AF197962 X 101064735 101080475| GCAGATTTCACCTATGCCTCA CATGTGGGACAAAGCAAGTG
X 684.0| FCA674 SSR AF130690 TGTTGAAACAAATGGCAGGA GAAACAGCCTAAGTGCCTGC
X 693.7|FCA145 SSR AF130543 X 105840097 105972575| CCTACCTGCTGACTCTGTTGC AACTTTTGAGGAAGACCTGGG
X 714.7| TNFSF5 STS  |AF079105 X 133675132 133687329| CAGTTCCTCCAAACCCTGTG TAAGCCAAAAGACGTGAAGC
X 738.5|FCA1051 SSR AY435031 AGTCCCGGTAGCCGTAATCT CCCTGGAGCAAAGAATGTGT
X 776.3|F9 STS AF459805 X 136557675 136590397| GGCCAAAGAGGTATAATTCAGG CAACATACTGCTTCCAAAATTCAG
X 809.9|IDS STS AF197959 X 146459032 146509875| ACATTGACCAACTGGCATCC CACCGACATGGTCACATAGC
X 821.4/BGN STS  |uU82178 X 150346142 150360702 caggaaaggctcagggagag TTCAAAGCCACTGTTCTCCAG
X 836.1) FCA311 SSR AF130605 CTCCCCAACTGTCCATCACT GGTGTAAAGGCCTCCACAAA
X 846.8|MPP1 STS AWB46956 X 151592786| GATGCTTCCAAGACCAATGAA CTGGCTGGGCTATGACTCTC
X 851.1J OPN1LW STS AF031532 X 150995461 151010210 CATCATTTCCTGGGAGAGGT CAAATCCAGGAGAAGGCAAT
X 864.2| TKTL1 STS  |AW646955 X 151109853 151144403| TAAGAGATTTTGCCGCTGCT GCTGTCCGAGTTCGAGAGTT
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Y 0.0 FCA751 SSR AAGAAAAGCTGGAGGCATCA ACCATGTGCTTGTGGGGTAT
Y 82.8| FCA1052 SSR AY435032 TCCAGAGCAAATGAGCTTCC GTGGGACTGTTTGGAGCTG
Y 116.8SRY STS  |AF114712 Y 2562646 2563491| GTTGAGAGTATTGAGCAGCG ACTGTCTTGGAGGTTTGTGG
Y 138.81ZFY STS Y 2729728 2756029| AAATGGTGCATAAAGAAAAAGC TGGGGGTAGTCTTTCGTGT
Y 142.0|SMCY STS AF114714 Y 21063998 21103497 TCGCTCTTAAAGCTCCCTTTT GGGAAGAGACAGTCCCATGA
Y 153.5|AMELY STS AF197967 Y 6699535 6707645| CCCAGCACACTCCTATTTGG GGAATTTCAGCTGCAAAGGA
Y 160.6| UBELY STS  |AF114713 Y ACCTTGGGGCAAATCATGTA CCAAGCACTCCCTTTGTGAT
Y 175.3DFFRY STS AF197971 Y 14123306 14282242) GCAGAATGCAGCAGACGTAA CACCTGCAGGGGAAAGTGTA
Y 182.5|DBY STS AF197972 Y 14326923 14342537| TGAAGAAACACTTCCAAACATTG ACTGAAAATGTTGCTGGATGAA
Y 189.7)UTY STS AF197968 Y 14670482 14902719]| CCTCTACACTTGCAGGAAGAA GGGGAAAAGTTACTGACATGGA




